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feUo/astro) U87-MG 






0.1 


CNS cancer 
(glio/astro) U-118- 
MG 


3.2 


Fetal Lung 


1.6 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


T.unp ca NCT- 
N417 


0.0 


CNS cancer (astro) 
SF-539 


20.2 


Lungca. LX-1 


3.6 


CNS cancer (astro) 
SNB-75 . 


33.4 


Txmffca NCI- 
H146 


0.0 


CNS cancer (glio) 
SNB-19 


0.1 


Lung ca. SHP-77 


0.0 


CNS cancer (glio) SF- 
295 


12.2 


Lung ca. A549 


8.8 


Brain (Amygdala) 
Pool 


0.0 


Lung ca. NCI- 
H526 


0.0 


Brain (cerebellum) 


u.u 


Lung ca. NCI-H23 


0.0 


Brain (fetal) 


0.1 


Lung ca. NCI- 
H460 


12.6 


Brain (Hippocampus) 
Pool 


0.1 


Lung ca. HOP-62 


4.3 


Cerebral Cortex Pool 


0.0 


Lung ca. NCI- 
H522 


0.0 


Brain (Substantia 
nigra) Pool 


u.u 


T I'v/p'i* 

JLfl VCl 


0 7 


Brain (Thalamus) 
Pool 


0.0 


Fetal Liver 


2.2 


Brain (whole) 


0.1 


Liver ca. HepG2 


2.4 


Spinal Cord Pool 


0.1 


Kidney Pool 


0.3 


Adrenal Gland 


0.3 


Fetal Kidney 


0.6 


Pituitary gland Pool 


0.1 


Renal ca. 786-0 


18.6 


Salivary Gland 


0.1 


Renal ca. A498 


6.5 


Thyroid (female) 


0.1 


Renal ca. ACHN 


1.6 


Pancreatic ca. 
CAPAN2 


3.7 


Renal ca.UO-31 


1.3 


Pancreas Pool 


0.5 
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Table LC . Panel LSD 



Tissue Name 


Rel. 
Exp.(%) 
Ag2049, 

Run 
lo5ozooVU 


Rel. 
Exp.(%) 
Ag2049, 

Run 


Tissue Name 


Rel. 
Exp.(%) 
Ag2049, 

Run 


Rel. 
Exp.(%) 
Ag2049, 

Run 

JLODOZ /4U3 


Liver 

adenocarcinoma 


0.0 


0.0 


Kidney (fetal) 


1.6 


1.3 


Pancreas 


O.l 


O.l 


Renal ca. 

no/: a 
/OO-U 


49.0 


44.8 


Pancreatic ca. 

/""I A T» A XT O 

CAP AM 2 


lO.l 


10.5 


Renal ca. 


49.3 


47.3 


Adrenal gland 


0.6 


0.5 


Renal ca. 
KAr 


35.4 


30.6 


Thyroid 


0.2 


0.3 


Renal ca. 
ACHN 


o o 


2.7 


Salivary gland 


0.1 


0.2 


Renal ca. 
UO-31 


9.9 


11.7 


Pituitary gland 


0.2 


O.l 


Kenal ca. I iv- 
10 


2.2 


2.3 


Brain (fetal) 


A *\ 

0.2 


A O 

0.2 


Liver 


U.o 


A © 
U.O 


Brain (whole) 


0.2 


0.2 


Liver (fetal) 


4.3 


4.7 


Brain (amygdala) 


0.2 


0.2 


Liver ca. 

(hepatoblast) 

HepG2 


9.9 


8.7 


Brain 

(cerebellum) 


0.1 


O.l 


Lung 


1.4 


1.0 


Brain 

(hippocampus) 


0.2 


0.3 


Lung (fetal) 


3.0 


2.7 


Brain (substantia 
nigral 


0.1 


O.l 


Lung ca. 
(small cell) 
LX-1 


8.0 


8.8 


Brain (thalamus) 


0.2 


0.4 


Lung ca. 
(small cell) 
NCI-H69 


0.2 


0.1 


Cerebral Cortex 


0.1 


O.l 


Lung ca. 
(s.cell var.) 
SHP-77 


0.0 


0.0 


Spinal cord 


0.9 


0.7 


Lung ca. 
(large 
cell)NCI- 
H460 


50.7 


40.1 


glio/astro U87- 
MG 


10.7 


12.0 


Lung ca. 
(non-sm. cell) 
A549 


3.5 


3.1 
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glio/astroU-118- 
MG 


10.9 


i 

18.0 I 

: 


(non-s.celi) 
NCI-H23 


0.1 


0.1 


astrocytoma 
SW1783 


93.3 


100.0 


r nti ex pa 

(non-s.cell) 

HOP-62 


14.4 


. 13.3 


neuro*; met SK- 
N-AS 


0.1 


0.1 


T nn cr cfi 

(non-s.cl) 
NCI-H522 


0.0 


0.0 


astrocytoma SF- 
539 


14.1 


13.9 


T lino r*n 

I — < LAI 1 £j wd. 

(squam.) SW 
900 


3.5 


2.7 


astrocytoma SNB- 
75 


100.0 


93.3 


Lung ca. 
(squam.) 
NCI-H596 


0.0 


0.0 


glioma SNB-1 9 


2.2 


1.9 


Mammary 
gland 


1.5 


1.1 


glioma U251 


78.5 


64.6 


Breast ca.* 
(pl.ef) MCF-7 


0.1 


0.1 


elioma SF-295 


20.4 


25.2 


Breast ca.* 
(pl.ef) MDA- 
MB-231 


7.7 


6.8 


Heart (fetal) 


0.6 


0.8 


Breast ca.* 
(pl.ef) T47D 


0.0 


0.0 


Heart 


1.0 


0.8 


Breast ca. 
BT-549 


7.2 


6.8 


Skeletal muscle 
(fetal) 


1.9 


1.7 


Breast ca. 
MDA-N 


0.7 


0.8 


Skeletal muscle 


0.6 


0.9 


Ovary 


0.6 


0.7 


Bone marrow 


0.3 


0.4 


Ovarian ca. 
OVCAR-3 


0.0 


0.0 


Thymus 


0.4 


0.4 


Ovarian ca. 
OVCAR-4 


0.3 


0.4 


Spleen 


2.1 


1.8 


Ovarian ca. 
OVCAR-5 


10.5 


10.4 


Lymph node 


3.1 


2.5 


Ovarian ca. 
OVCAR-8 


2.7 


2.9 


Colorectal 


1.4 


1.0 


Ovarian ca. 
IGROV-1 


0.0 


O.U 


Stomach 


0.9 


0.8 


Ovarian ca.* 
(ascites) SK- 
OV-3 


9.8 


11.8 


Small intestine 3.1 


| 3.3 


Uterus 


2.1 


2.0 


Colon ca. SW480 | 1.2 


| 1.4 


Placenta 


0.6 


1.4 
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SW620(SW480 
met) 


1.5 


1.7 


Prostate 


0.2 


0.2 


Colon ca. HT29 


0.1 


0.2 


Prostate ca.* 

(bone 

met)PC-3 


0.0 


0 0 


Colon ca. HCT- 
116 


0.0 


0.0 


Testis 


0.1 


0.1 


Colon ca. CaCo-2 


1.1 


1.4 


Melanoma 
Hs688(A) T 


26.2 


23.8 


Colon ca. 
tissue(OD03866) 


10.2 


9.6 


Melanoma* 
(met) 

Hs688(B).T 


70.2 


62 4 


Colon ca. HCC- 
2998 


0.0 


0.1 


Melanoma 
UACC-62 


0.0 


0.0 


Gastric ca.* (liver 
met) NCI-N87 


2.0 


1.8 


Melanoma 
M14 


14.3 


12.2 




1 A 
1 .4 


1.1 


Melanoma 
LOX IMVI 


0.3 


0.3 


Trachea 


0.9 


0.8 


Melanoma* 
(met) SK- 
MEL-5 


1.1 


1.2 


Kidney 


0.3 


0.3 (Adipose j 1.1 


1.4 
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Table LP . Panel 2D 



Tissue Name 


Rel. Exp.(%) 
Ag2049, Run 

1 £Li\A OA 1 iC1 


Tissue Name 


Rel. Exp.(%) 
Ag2049, Run 
lo!J484xol 


Normal Colon 


8.4 


Kidney Margin 


1.4 


CC Well to Mod Diff 
(OD03ooo) 


12.6 


Kidney Cancer 

olZUOl3 


0.7 


CC Margin (OD03866) 


2.7 


Kidney Margin 
ol2Uol4 


1.0 


CC Gr.2 rectosigmoid 
(OD03868) 


14.5 


Kidney Cancer 

yU!U32U 


48.6 


CC Margin (OD03868) 


2.0 


Kidney Margin 


2.1 


CC Mod Diff 
(ODO3920) 


1.4 


Normal Uterus 


1.6 


CC Margin (ODO3920) 


2.9 


Uterus Cancer 
064011 


2.1 


CC Gr.2 ascend colon 
(OD03921) 


24.1 


Normal Thyroid 


1.3 


CC Margin (OD03921) 


10.6 


Thyroid Cancer 
064010 


0.9 


CC from Partial 
Hepatectomy 
(ODQ43Q9) Mets 


39.8 


Thyroid Cancer 
A302152 


1.3 


Liver Margin 
(ODO4309) 


4.4 


Thyroid Margin 


0.8 


Colon mets to lung 
(OJJU4451-U1) 


24.0 


Normal Breast 


. 2.5 


Lung Margin 
(OD04451-02) 


3.1 


Breast Cancer 
(OD04566) 


1.3 


Normal Prostate 6546-1 


1.0 


Breast Cancer 
(OD04590-01) 


5.5 


Prostate Cancer 
(OD04410) 


4.0 


Breast Cancer Mets 
(OD04590-03) 


5.3 


Prostate Margin 
(OD04410) 


2.2 


Breast Cancer 
Metastasis 
ff)D046 5^-05^ 


2.2 


Prostate Cancer 
(OD04720-01) 


2.5 


Breast Cancer 
064006 


7.5 


Prostate Margin 
(OD04720-02) 


6.5 


Breast Cancer 1024 


3.5 


Normal Lung 061010 


8.2 


Breast Cancer 
9100266 


3.1 
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Lung Met to Muscle 
(OD04286) 


21.3 


Breast Margin 
9100265 


5.5 


Muscle Margin 
(OD04286) 


3.8 


Breast Cancer 
A209073 


4.5 


Lung Malignant Cancer 
(OD03126) 


23.8 


Breast Margin 
A209073 


2.1 


Lung Margin 
(OD03126) 


7.1 


Normal Liver 


3.3 


Lung Cancer 
(OD04404) 


38.4 


Liver Cancer 
064003 


6.8 


Lung Margin 
(OD04404) 


9.1 


Liver Cancer 1025 


5.1 


Lung Cancer 
(OD04565) 


4.4 


Liver Cancer 1026 


7.7 


Lung Margin 
(OD04565) 


2.6 


Liver Cancer 6004- 
T 


5.4 


Lung Cancer 
(OD04237-01) 


5.1 


Liver Tissue 6004-N 


9.3 


Lung Margin 
(OD04237-02) 


7.9 


Liver Cancer 6005- 
T 


7.4 


Ocular Mel Met to 
Liver (OD043 10) 


0.3 


Liver Tissue 6005-N 


4.5 


Liver Margin 
(ODO4310) 


5.3 


Normal Bladder 


7.6 


Melanoma Mets to 
Lung (OD04321) 


3.3 


Bladder Cancer 
1023 


10.4 


Lung Margin 
(UJDU4321) 


5.2 


Bladder Cancer 
A3 02 l 73 


6.1 


Normal Kidney 


4.7 


Bladder Cancer 
(OD047 18-01) 


29.5 


Kidney Ca, Nuclear 
grade2(OD04338) 


O.D 


Bladder Normal 

Adjacent 

(OD04718-03) 


8.7 


Kidney Margin 
(OD04338) 


2.3 


Normal Ovary 


2.2 


Kidney Ca Nuclear 
grade 1/2 (OD04339) 


2.4 


Ovarian Cancer 
064008 


23.8 


Kidney Margin 
(OD04339) 


1.1 


Ovarian Cancer 
(OD04768-07) 


2.4 


Kidney Ca, Clear cell 
type (OD04340) 


4.7 


Ovary Margin 
(OD04768-08) 


5.4 


Kidney Margin 
(OD04340) 


3.2 


Normal Stomach 


3.4 


Kidney Ca, Nuclear 


23.8 


Gastric Cancer 


3.4 
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grade 3 (OD04348) 




9060358 




Kidney Margin 
(OD04348) 


1.6 


Stomach Margin 
9060359 


2.1 


Kidney Cancer 
(OD04622-01) 


100.0 


Gastric Cancer 
9060395 


17.8 


Kidney Margin 
(OD04622-03) 


0.6 


Stomach Margin 
9060394 


4.0 


Kidney Cancer 
(OD04450-01) 


2.6 


Gastric Cancer 
9060397 


19.8 


Kidney Margin 
(OD04450-03) 


1.8 


Stomach Margin 
9060396 


1.6 


Kidney Cancer 
8120607 


1.4 


Gastric Cancer 
064005 


9.9 
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Table LE . Panel 3D 



Tissue Name 


Rel. Exp.(%) 
Ag2049, Run 
170189502 


Tissue Name 


Rel. Exp.(%) 
Ag2049, Run 
170189502 


Daoy- 

Medulloblastoma 


49.7 


Ca Ski- Cervical 
epidermoid carcinoma 
(metastasis) 


52.5 


TE671- 

Medulloblastoma 


0.0 


ES-2- Ovarian clear cell 
carcinoma 


0.4 


D283 Med- 

IVieUUllO DlctS lOIfla 


0.0 


Ramos- Stimulated with 
PMA/ionomycin 6h 


0.0 


rr ojtv- 1 - rjimitive 
Neuroectodermal 


0.3 


Ramos- Stimulated with 
P^TA/ionomvcin 14h 

JL iTlii/ X\JXX\J±l.±jf \*>XXX X ~1X 




0.0 


XF-498- CNS 


4.7 


MEG-01- Chronic 
myelogenous leukemia 


0.1 


SNB-78- Glioma 


100.0 


Raji- Burkitt's lymphoma 


0.0 


&r-zoo- (jflioblastoma 


2.9 


Daudi- Burkvtts lymphoma 


0.0 


Toon pli/NUinn+nmn 
1 Vovjr- (jiio blastoma 


66.0 


TTOZTzT T*» 11 1 _x 

U266- B-cell plasmacytoma 


0.0 


QV XT cur 

Neuroblastoma 
(metastasis) 


62.4 


CA46- Burkitt's lymphoma 


0.0 


SF-295- Glioblastoma 


47.3 


T"> T TT 3 1 * 1 t> _ tl 

RL- non-Hodgkm s B-cell 
lymphoma 


0.0 


Cerebellum 


U.l 


JM1- pre-B-cell lymphoma 


0.0 


Cerebellum 


0.1 


Jurkat- T cell leukemia 


0.0 


NCI-H292- 
Mucoepidermoid lung 
carcinoma 


21.6 


TF-1- Erythroleukemia 


0.0 


DMS-114- Small cell 

Inn rr A<m/> At* 

lung cancer 


0.0 


HUT 78- T-cell lymphoma 


0.0 


DMS-79- Small cell 
lung cancer 


0.0 


U937- Histiocytic 
lymphoma 


0.0 


NCI-H146- Small cell 
mug, ucuicer 


0.0 


KU-812- Myelogenous 
leukemia 


0.0 


NCI-H526- Small cell 
lung cancer 


0.0 


769-P- Clear cell renal 
carcinoma 


6.9 


jnl,i-jn41 /- bmall cell 
lung cancer 


0.0 


Caki-2- Clear cell renal 
carcinoma 


1.3 


NCI-H82- Small cell 
lung cancer 


0.0 


SW 839- Clear cell renal 
carcinoma 


8.3 


NCI-H157- Squamous 
cell lung cancer 
(metastasis) 


84.1 


G401- Wilms' tumor 


0.0 
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NCI-H1155- Large cell 
lung cancer 


0.1 


Hs766T- Pancreatic 
carcinoma (LN metastasis) 


2.1 


NCI-H1299- Large cell 
lung cancer 


5.3 


CAP AN-1- Pancreatic 
adenocarcinoma (liver 
metastasis) 


0.4 


NCI-H727- Lung 
carcinoid 


11.6 


SU86.86- Pancreatic 
carcinoma (liver metastasis) 


10.7 


NCI-UMC-ll-Lung 
carcinoid 


r\ i 

0.1 


BxPC-3- Pancreatic 
adenocarcinoma 


2.6 


LX-1- Small cell lung 
cancer 


16.7 


HPAC- Pancreatic 
adenocarcinoma 


4.4 


Colo-205- Colon 
cancer 


5.1 


MIA PaCa-2- Pancreatic 
carcinoma 


1.0 


KM 12- Colon cancer 


2.2 


CFPAC-1- Pancreatic 
ductal adenocarcinoma 


15.1 


KM20L2- Colon cancer 


0.7 


PANC-l- Pancreatic 
epithelioid ductal 
carcinoma 


6.4 


NCI-H716- Colon 
cancer 


0.6 


T24- Bladder carcinma 
(transitional cell) 


0.7 


SW-48- Colon 
adenocarcinoma 


14.8 


5637- Bladder carcinoma 


9.9 


SW1116- Colon 
adenocarcinoma 


0.0 


HT-1197- Bladder 
carcinoma 


1.7 


LS 174T- Colon 
adenocarcinoma 


34.2 


UM-UC-3- Bladder 
carcinma (transitional cell) 


1.1 


SW-948- Colon 
adenocarcinoma 


0.2 


A204- Rhabdomyosarcoma 


0.0 


SW-480- Colon 
adenocarcinoma 


2.2 


HT-1080- Fibrosarcoma 


1.2 


NCI-SNU-5- Gastric 
carcinoma 


4.6 


MG-63- Osteosarcoma 


31.9 


KATO III- Gastric 
carcinoma 


5.9 


SK-LMS-1- 

Leiomyosarcoma (vulva) 


19.2 


NCI-SNU-16- Gastric 
carcinoma 


26.4 


SJRH30- 

Rhabdomyosarcoma (met 
to bone marrow) 


0.0 


NCI-SNU-l- Gastric 
carcinoma 


0.2 


A43 1 - Epidermoid 
carcinoma 


8.6 


RF-1- Gastric 
adenocarcinoma 


0.0 


WM266-4- Melanoma 


0.5 


RF-48- Gastric 
adenocarcinoma 


0.0 


DU 145- Prostate 
carcinoma (brain 
metastasis) 


0.1 
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MKN-45- Gastric 
carcinoma 


0.1 


MDA-MB-468- Breast 
adenocarcinoma 


0.6 


NCI-N87- Gastric 
carcinoma 


5.4 


SCC-4- Squamous cell 
carcinoma of tongue 


0.1 


OVCAR-5- Ovarian 
carcinoma 


O.Z 


SCC-9- Squamous cell 
carcinoma of tongue 


\).Z> 


RL95-2- Uterine 
carcinoma 


0.0 


SCC-15- Squamous cell 
carcinoma of tongue 


0.1 


HelaS3- Cervical 
adenocarcinoma 


0.7 


CAL 27- Squamous cell 
carcinoma of tongue 


9.3 
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Table LF . Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag2049, Run 


Tissue Name 


Kel. iLxp.^vo) 
Ag2049, Run 
147506526 


oeconuary ixii ad 


0 0 


HUVEC IL-lbeta 


0.3 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.3 


Secondary Trl act 


0.0 


HUVbC INr alpha + 
IFN gamma 


0.3 


Secondary Thl rest 


0.0 


HUVbC LNb alpha + 
IL4 


0.6 


Secondary Th2 rest 


0.0 


TTTT"\7t?0 TT 1 1 

HUVbC 1L-11 


t\ i 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


10.4 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


11.8 


Primary Th2 act 


0.0 


Microvascular Dermal 
EC none 


12.7 


Primary Trl act 


0.0 


Microsvasular Dermal 
EC TNFalpha + IL- 
lbeta 


5.4 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


23.7 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


12.9 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha -f- IL-lbeta 


40.3 


CD45RA CD4 
lymphocyte act 


6.5 


Coronery artery SMC 
rest 


100.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


72.2 


CDS lymphocyte act 


0.0 


Astrocytes rest 




Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
1L-1 beta 


39.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.2 


KU-812 (Basophil) 

P1V/T A /innriTTivf'i'ri 

JT x\xf\J xKjxxKJxxx y vlll 


0.0 


2ry Thl/Th2/Trl anti- 
CD95CH11 


0.0 


CCD 1106 

(Keratinocytes) none 


25.5 


LAK cells rest 


5.8 


CCD1106 
(Keratinocytes) 
TNFalpha + IL-lbeta 


8.3 


LAK cells IL-2 


0.0 


Liver cirrhosis 


I 2.2 
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LAK cells IL-2+IL-12 


0.1 


Lupus kidney 


0.3 


LAK cells IL-2+IFN 
gamma 


0.2 


NCI-H292 none 


24.7 


LAK cells IL-2+IL- 18 


0.1 


NCI-H292 IL-4 


21.5 


LAK cells 
PMA/ionomycin 


5.9 


NCI-H292 IL-9 


22.2 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


7.4 


Two Way MLR 3 day 


1.4 


NCI-H292 IFN gamma 


6.8 


Two Way MLR 5 day 


0.2 


HPAEC none 


0.5 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + 
IL-1 beta 


0.6 


PBMC rest 


2.3 


Lung fibroblast none 


15.0 


PBMC PWM 


0.1 


Lung fibroblast TNF 
alpha + IL-1 beta 


14.5 


PBMC PHA-L 


0.3 


Lung fibroblast IL-4 


36.3 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


24.1 


ionomycin 


0.0 


Lung fibroblast IL-13 


20.4 


B lymphocytes PWM 


0.0 


L^LLilg, JL1UA UUlClol lJTlN 

gamma 


42.9 


and IL-4 


0.1 


T^fM*m?i1 fiV»"rr»V>lnQt' 

JL/tAllldl llUiUUICloL 

CCD 1070 rest 


55.5 


EOL-1 dbcAMP 


0.0 


T^f^TTTlPlI "fl Y\ IT* 1^1 flQf 
JL^t Allldl llUlUUlClol 

CCD1070 TNF alpha 


34.9 


EOL-1 dbcAMP 
PMA/ionomycin 


0.1 


Dermal fibroblast 
CCD1070 IL-1 beta 


25.5 


Dendntic cells none 


15.7 


Dermal fibroblast IFN 
gamma 


6.6 


Dendritic cells LPS 


2.1 


Dermal fibroblast IL-4 


24.1 


Dendritic cells anti- 
CD40 


19 R 


1UJL/ V_^\J11 Llo 


0 1 

v/. J. 


Monocytes rest 


17.7 


IBD Crohn's 


0.4 


Monocytes LPS 


1.4 


Colon 


2.5 


Macrophages rest 


8.5 


Lung 


9.0 


Macrophages LPS 


2.9 


Thymus 


1.6 


HUVEC none 


0.6 


Kidney 


4.0 


HUVEC starved 


0.8 
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Table LG . general oncology screening panel_y_2.4 



Tissue 

11 illHv 


ReL 
Exp.(%) 
Ag2049, 
Run 
258052272 


Rel. 

Exp.(%) 
Ag2049, 
Run 
258707236 


Tissue Name 


Rel. 

Exp.(%) 
Ag2049, 
Run 
258052272 


Rel. 

Exp.(%) 
Ag2049, 
Run 
258707236 


Colon 
cancer 1 


14.9 


19.8 


Bladder cancer 
NAT 2 


0.1 


0.1 


Colon 
cancer 
NAT 1 


10.6 


12.3 


Bladder cancer 
NAT 3 


1.9 


0.3 


Colon 
cancer 2 


24.5 


24.5 


Bladder cancer 
NAT 4 


1.3 


2.0 


Colon 
cancer 
NAT 2 


2.4 


2.4 


Adenocarcinoma 
of the prostate 1 


4.5 


4.1 


Colon 
cancer 3 




72 2 


Adenocarcinoma 
of the prostate 2 


0.4 


0.4 


Colon 
cancer 
NAT 3 


4.0 


4.4 


Adenocarcinoma 
of the prostate 3 


0.4 


0.6 


Colon 
malignant 
cancer 4 


16.3 


17.0 


Adenocarcinoma 
of the nrostate 4 


7.3 


23.8 


Colon 
normal 
adjacent 
tissue 4 


1.0 


2.1 


Prostate cancer 
NAT 5 


0.5 


0.5 


Lung 
cancer 1 


11.2 


11.6 


Adenocarcinoma 
of the prostate 6 


0.2 


0.4 


Lung NAT 
1 


0.5 


0.7 


Adenocarcinoma 
of the prostate 7 


0.5 


0.4 


Lung 
cancer 2 


18.0 


20.3 


Adenocarcinoma 
of the prostate 8 


0.2 


0.3 


Lung NAT 

2 


0.6 


0.7 


Adenocarcinoma 
of the prostate 9 


3.7 


3.7 


Squamous 
cell 

carcinoma 
3 


15.3 


14.4 


Prostate cancer 
NAT 10 


0.2 


0.3 


Lung NAT 

3 


0.4 


0.6 


Kidney cancer l 


100.0 


100.0 


metastatic 
melanoma 
1 


1.1 


1.2 


KidneyNAT l 


1.7 


1.6 
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Melanoma 

2 


2.5 


2.7 


Kidney cancer 2 


17.7 


22.7 


Melanoma 
3 


1.1 


1.5 


Kidney NAT 2 


2.1 


2.6 


metastatic 
melanoma 
4 


5.0 


5.7 


Kidney cancer 3 


13.2 


14.5 


metastatic 
melanoma 
5 


4.4 


10.9 


Kidney NAT 3 


0.5 


0.7 


Bladder 
cancer 1 


1.4 


1.5 


Kidney cancer 4 


9.6 


9.6 


Bladder 
cancer 
NAT 1 


0.0 


0.0 


Kidney NAT 4 


0.5 


0.7 


Bladder 
cancer 2 


1.9 


2.5 









Generaljscreening_jpanel_vl.4 Summary: Ag2049 Highest expression of the 



CG95861-01 gene is seen in melanoma (CT=17.5). Overall, expression is much higher in 
cancer cell lines than in normal tissues. This pattern is also seen in Panels 1 .3D and 2D. 
Please see Panel 2D for discussion of utility of this gene in cancer. 
5 Panel 1.3D Summary: Ag2049 Two experiments with the same probe and primer 

set produce results that are in excellent agreement. Overall, the expression of this gene in 
this panel is largely limited to samples derived from cancer cell lines. In particular there is 
a strong association (8 of 9) with expression of this gene prodcut, a transforming growth 
factor-beta induced protein IG-H3 

10 precursor (BETA IG-H3) homolog, and cell lines derived from CNS cancer tissue, 

with highest expression of the CG95861-01 gene in cell lines derived from brain cancer 
(CTs=22-23.7). In addition, there is little expression in the normal brain samples when 
compared to the CNS derived cell lines. This putative BIGH3 is also expressed in a 
number of other cell lines derived from cancer tissues including melanoma, ovarian, 

1 5 breast, lung and renal cancers. Relatively low expression is observed in RNA samples 
corresponding to normal counterparts to these cancer cell lines. Please see Panel 2D for 
discussion of utility of this gene in cancer. 

Panel 2D Summary: Ag2049 Highest expression of this putative BIG-H3 protein 
is seen in kidney cancer (CT=22). In addition, expression of this gene produt is seen in a 

20 number of cancer tissues, but not adjacent uninvolved sample. These include samples from 
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gastric, bladder, kidney, lung and colon cancers. This suggests that the expression of 
BIGH3 might be associated with cancer. 

Beta ig-h3 (BIGH3), was identified originally as a novel gene induced in a human 
adenocarcinoma cell line after treatment with transforming growth factor-beta (Skonier et 
5 al. DNA Cell Biol 1992 Sep;l 1(7):51 1-22). Most notable, with respect to potential roles in 
cancer biology, is a follow-up report by Skonier et al. in which it was reported that soluble 
BIGH3 was found to be capable of inhibiting the attachment of A549 lung carcinoma, 
HeLa cervical carcinoma, and WI-38 fibroblast cells in an in vitro adhesion assay. 
Moreover, Skonier et al reported that ectopic overexpression of BIGH3 was found to be 

10 capable of suppressing the growth of CHO cells in nude mice (DNA Cell Biol 1994 

Jun;13(6):571-84). Finally, Skonier et al mapped BIGH3 to human chromosome 5q31, a 
region frequently deleted in preleukemic myelodysplasia and ieukemias, providing casual 
support to the notion that BIGH3 is a tumor suppressor. 

Our data indicates that BIGH3 is unlikely to function as a tumor growth 

15 suppressor, but rather as a pro-active effector of tumor growth and perhaps resistance to 
cytotoxic therapy. BIGH3 (gbh_m77349) was identified in a GeneCalling analysis 
(Shimkets et al. Nat Biotechnol 1999 Aug;17(8):798-803) of differential gene expression 
comparison between MCF-7 cells (ER positive,, p53 positive, vimentin negative, 
noninvasive) and MCF-7/Adr (estrogen receptor negative, p53 negative, vimentin positive, 

20 invasive and hormone resistant) cells (Fairchild et al. Cancer Res 1987 Oct 1;47(19):5141- 
8). MCF-7 Cells were derived from MCF-7 cells by virtue of their relative resistance to 
the front-line therapeutic agent for patients with breast cancer, adriamycin (doxorubicin), a 
DNA intercalating agent. In the GeneCalling analysis BIGH3 was found to be 
approximately 100-fold upregulated in MCF-7/Adr cells relative to MCF-7 cells. 

25 Data obtained from real-time quantitative polymerase chain reaction (RTQ JPCR) 

analysis supports a pro-active role for BIGH3 in tumor etiology and/or progression. By 
RTQ-PCR we find that BIGH3 is expressed at high levels by most tumor cell lines relative 
to normal tissues or origins (see Panel 1.3D) and is frequently overexpressed in tumor 
tissues relative to histopathologically normal tissues obtained from the surgical margin 

30 adjacent to the tumor (see Panel 2D). This is most notable for clear cell carcinomas of the 
kidney, colon adenocarcinomas, non-small cell carcinomas of the lung, and carcinomas of 
the stomach. The striking and consistently high expression by cell lines derived form 
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gliomas, astrocytomas and mixed glioma/astrocytomas strongly supports the role in the 
development and/or progression of malignancies of the CNS. 

Six autosomal dominant corneal dystrophies are caused by mutations in the TGFBI 
(BIGH3) gene on chromosome 5q31: three types of lattice corneal dystrophy (LCD), 
5 including type I and type IIIA, granular, Avellino (ACD), and Reis-Bucklers. The 

embryonic expression of the mouse ortholog in Bigh3 is observed in the mesenchyme of 
the first and second branchial arches as early as dpc 11.5 and is particularly strong in the 
mesenchyme of numerous tissues throughout all the development stages (Biochem 
Biophys Res Commun 2000 Aug 2;274(2):267-74). Mesenchymal cells are characterized 

10 by high growth rate, motility and invasion. The strong expression of this gene by most 
tumor cell lines in Panel 1.3D indicate that it is part of the epithelial to mesenchymal 
switch that tumor cells undergo during tumorogenic cellular transformation. Therefore, we 
postulate that this gene product has a role in tumor invasion, cell migration and growth, 
metastasis. Because of its activity and overexpression in many tumor types in panel 2D, 

1 5 therapeutic targeting of thsi gene product with a human monoclonal antibody is 

anticipated to limit or block the extent of tumor cell migration, invasion, growth and 
metastasis, preferably in gastric and colon, kidney, lung, bladder and ovarian tumors. 

Panel 3D Summary: Ag2049 Highest expression of the CG95861-01 gene is seen 
in a glioma cell line (CT=23.6). Expression in this panel confirms expression of this gene 

20 product in cancer cell lines and suggests its central role in cell survival and growth. Please 
see Panel 2D for detailed discussion of utility of this gene in cancer. 

Panel 4D Summary: Ag2049 The expression of the CG95861-01 gene, which 
encodes a putative BIGH3 molecule, is seen in many ceiis involved in the immune system 
including endothelial cells, astrocytes, fibroblasts and monocytes, macrophages and 

25 dendritic cells. Highest expression is seen in resting coronary artery smooth muscle cells 
(CT=22.2). Expression in a cluster of samples derived from cells in the lung and skin 
suggest that this gene product may be involved in pathological and inflammatory 
conditions of the lung and skin, including psoriasis, asthma, emphysema and allergy. 

general oncology screening panel_v_2.4 Summary: Ag2049 Two experiments 

30 with the same probe and primer set produce results that are in excellent agreement. 

Highest expression of the CG95861-01 gene is seen in kidney cancer (CTs=21-23). This 
expression is in agreement with expression in previous panels. Significant levels of 
expression are also seen in colon, lung and bladder cancers when compared to expression 
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in the normal adjacent tissue. This gene is also expressed at a moderate level in the 
melanoma samples in this panel. Please see Panel 2D for additional discussion of utility of 
this gene in cancer, [sedinger, 1 8-Mar-02] 

M. CG96412-01: diphth amide synthesis protein 

5 Expression of gene CG964 12-01 was assessed using the primer-probe sets Agl985 

and Ag4055, described in Tables MA and MB. Results of the RTQ-PCR runs are shown in 
Tables MC, MD, ME, MF, MG, MH and MI. 
Table MA . Probe Name Agl985 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
No 


Forward 


5 1 -agt taatcaacacccacatgct- 3 1 


22 


8165 


176 


Probe 


TET-5 1 -ccccgaggtcttgcagattaaaacg-3 1 - 
TAMRA 


25 


8119 


177 


Reverse 


5 1 -tggaacccagaagcaagtg-3 ' 


19 


8100 


178 


Table MB. Probe Name Ae4055 


Primers 


i 

Sequences 


Length 


Start 
Position 


SEQ ID 
No 


Forward 


5 1 -ctgcctctgcaagacaagaa-3 1 


20 


3917 


179 


Probe 


TET-5 ' -fcttctggaagatcacaccaactcctg-3 ' - 
TAMRA 


26 


3947 


180 


Reverse 


5 ' -tccctggcaactatgtctga-3 ' 


20 


3981 


181 



10 
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Table MC . AI_comprehensive panel_y 1 .0 



Tissue Name 


Rel. Exp.(%) 
Agl985, Run 
225403959 


Tissue Name 


Rel. Exp.(%) 
Aglvo5, ivun 
225403959 


110967 COPD-F 


6.9 


112427 Match 
Control Psoriasis-F 


45.7 


110980 COPD-F 


10.8 


112418 Psoriasis-M 


ll.l 


110968 COPD-M 


5.5 


1 1 nnoi Tv/fo+^v» 
1 iZ 1 Zd MatCn 

Control Psoriasis-M 


5.1 


110977 COPD-M 


29.1 


1 124 IV fsonasis-M 


/.o 


110989 

Emphysema-F 


13.4 


112424 Match 
Control Psoriasis-M 


5.8 


110992 

Emphysema-F 


4.5 


112420 Psoriasis-M 


21.6 


110993 

Emphysema-F 


5.4 


112425 Match 
Control Psoriasis-M 


25.9 


110994 

Emphysema-F 


3.2 


104689 (MF) OA 
Bone-Backus 


6.5 


110995 

Emphysema-F 


14.3 


1 04690 (MF) Adj 
"Normal" Bone- 
Backus 


6.3 


110996 

Emphysema-F 


5.6 


104691 (MF) OA 
Syno vium-B ackus 


3.8 


110997 Asthma-M 


2.0 


1 04692 (B A) OA 
Cartilage-Backus 


2.6 


111001 Asthma-F 


5.7 


104694 (BA) OA 
Bone-Backus 


3.1 


111002 Asthma-F 


9.5 


104695 (BA) Adj 
"Normal" Bone- 
Backus 


3.0 


111003 Atopic 
Asthma-F 


11.3 


1 04696 (B A) OA 
Synovium-Backus 


2.0 


11 1004 Atopic 
Asthma-F 


10.7 


104700 (SS) OA 
Bone-Backus 


7.3 


111005 Atopic 
Asthma-F 


CO 


104701 (SS) Adj 
iNormai r>one- 
Backus 


O.J 


111 UUD Alupit/ 

Asthma-F 


1.2 


1 04702 fSS"* OA 
Synovium-Backus 


5.4 


11 1417 Allergy-M 


4.5 


117093 OA Cartilage 
Rep7 


8.6 


1 12347 Allergy-M 


1.3 


1 12672 OA Bone5 


7.4 


112349 Normal 
Lung-F 


1.6 


112673 OA 
Synovium5 


1.7 
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112357 Normal 
Lung-F 


100.0 


11 2674 OA Synovial 
Fluid cells5 


1.8 


112354 Normal 
Lung-M 


55.9 


117100 OA Cartilage 
Repl4 


1.7 


1 12374 Crohns-F 


7.3 


112756 OA Bone9 


7.0 


1 12389 Match 
Control Crohns-F 


8.4 


112757 OA 
Synovium9 


4.3 


112375 Crohns-F 


6.4 


112758 OA Synovial 
Fluid Cells9 


2.4 


112732 Match 
Control Crohns-F 


1.1 


1 17125 RA Cartilage 
Rep2 


11.2 


112725 Crohns-M 


2.5 


113492Bone2RA 


23.5 


1 12387 Match 
Control Crohns-M 


5.0 


1 1 3493 Svnovium2 
RA 


6.4 


112378 Crohns-M 


2.7 


1 13494 Syn Fluid 
Cells RA 


18.7 


112390 Match 
Control Crohns-M 


8.0 


113499 Cartilage4 
RA 


15.3 


112726 Crohns-M 


11.7 


113500 Bone4 RA 


20.9 


1 X At 1 J X IVJ.dlL'll 

Control Crohns-M 


10.8 


1 1 3^01 Svnnvinm4 

X X ~J ^J\J X kJ V 11\J V ILLxxxT^ 

RA 


10.9 


112380 Ulcer Col-F 


8.7 


113502 Syn Fluid 
Cells4 RA 


6.5 


112734 Match 
Control Ulcer Col-F 


12.0 


113495 Cartilage3 
RA 


6.4 


112384 Ulcer Col-F 


38.2 


113496 Bone3 RA 


13.4 


1 1 97"} 7 Match 
Control Ulcer Col-F 


8.5 


1 1 3497 Svnovium3 
RA 


5.7 


112386 Ulcer Col-F 


1.1 


113498 Svn Fluid 
Cells3 RA 


10.4 


1 12738 Match 
Control Ulcer Col-F 


0.5 ■ 


117106 Normal 

XX/ X W \J X 'I \JX XXXCXX 

Cartilage Rep20 


1.4 


112381 Ulcer Col-M 


0.6 


113663 Bone3 
Normal 


2.1 


112735 Match 
Control Ulcer Col-M 


5.4 


1 13664 Svnoviuixi3 
Normal 


0.7 


112382 Ulcer Col-M 


5.4 


113665 Svn Fluid 
Cells3 Normal 


0.3 


112394 Match 
Control Ulcer Col-M 


0.2 


117107 Normal 
Cartilage Rep22 


2.9 


112383 Ulcer Col-M 


51.4 


113667 Bone4 
Normal 


14.6 


112736 Match 
Control Ulcer Col-M 


1.2 


113668 Synovium4 
Normal 


18.7 
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112423 Psoriasis-F 


36.6 


113669 Syn Fluid 
Cells4 Normal 


28.5 
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Table MP . CNSjneurodegenerationj/1.0 



Tissue Name 


Rel. Exp.(%) Agl985, 
Run 207794788 


Tissue Name 


Rel. Exp.(%) Agl985, 
Kun ZU / 7y47oo 


AD 1 Hippo 


14.3 


Control (Path) 3 
Temporal Ctx 


2.1 


AD 2 Hippo 


27.4 


Control (Path) 4 
Temporal Ctx 


19.9 


AD 3 Hippo 


4.4 


AD 1 Occipital 
Ctx 


8.0 


AD 4 Hippo 


16.3 


AD 2 Occipital 
Ctx (Missing) 


0.0 


AD 5 hippo 


45.4 


AD 3 Occipital 
Ctx 


10.4 


AD 6 Hippo 

XT x 


49.7 


AD 4 Occipital 
Ctx 


5.8 


Control 2 Hippo 


25.3 


AD 5 Occipital 
Ctx 


70.2 


Control 4 Hippo 


51.1 


AD 6 Occipital 
Ctx 


42.9 


Control (Path) 3 
Hippo 


5.0 


Control 1 
Occipital Ctx 


5.0 


AD 1 Temporal Ctx 


11.3 


Control 2 
Occipital Ctx 


22.5 


AD 2 Temporal Ctx 


21.3 


Control 3 
Occipital Ctx 


7.1 


AD 3 Temporal Ctx 


2.5 


Control 4 
Occipital Ctx 


4.5 


AD 4 Temporal Ctx 


19.3 


Control (Path) 1 
Occipital Ctx 


100.0 


AD 5 Inf Temporal 
Ctx 


38.2 


Control (Path) 2 
Occipital Ctx 


7.7 


AD 5 SupTemporal 
Ctx 


50.3 


Control (Path) 3 
Uccipital ctx 


0.0 


AD 6 Inf Temporal 
Ctx 


34.6 


Control (Path) 4 
Uccipital v^tx 


6.5 


AD 6 Sup Temporal 
Ctx 


34.2 


Control 1 Parietal 
Ctx 


6.3 


i^oniroi l i emporcn 
Ctx 


4.8 


r^nntrnl 9 Parietal 

Ctx 


33.9 


Control 2 Temporal 
Ctx 


4.5 


Control 3 Parietal 
Ctx 


10.8 


Control 3 Temporal 
Ctx 


10.7 


Control (Path) 1 
Parietal Ctx 


59.0 


Control 4 Temporal 


0.0 


Control (Path) 2 


5.6 
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Ctx 




Parietal Ctx 




Control (Path) 1 
Temporal Ctx 


21.0 


Control (Path) 3 
Parietal Ctx 


0.0 


Control (Path) 2 
Temporal Ctx 


20.3 


Control (Path) 4 
Parietal Ctx 


24.0 
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Table ME . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) 

A rx/f fk^£J Dun 

/\g*fUDD, Jtvun 

218713249 


1 issue ll4IIie 


Rel. Exp.(%) 
218713249 


Adipose 


14.3 


Renal ca. TK-10 


9.7 


Melanoma* 
Hs688(A).T 


10.9 


Bladder 


6.7 


Melanoma* 
Hs688(B).T 


10.2 


NCI-N87 


10.8 


Melanoma jvlih- 


1 1 £ 
1 1 .o 


VJTdbUIL/ td. JS^rV 1 V-/ 111 


1 5 0 


jvieianoma 
LOXIMVI 


6.6 


Colon ca. SW-948 


3.3 


Melanoma* SK- 
MEL-5 


6.3 


Colon ca. SW480 


11.7 


Sciuamous cell 
carcinoma SCC-4 


2.7 


Colon ca * (SW480 
met) SW620 


11.0 


Testis Pool 


7.0 


Colon ca. HT29 


2.5 


Prostate ca * rbone 
met) PC-3 


6.9 


Colon ca. HCT-116 


11.9 


Prostate Pool 


6.2 


Colon ca. CaCo-2 


9.2 


Placenta 


9.1 


Colon cancer tissue 


4.9 


Uterus rool 


^ o 


v^oion ca. owino 


J.O 


Ovarian ca. 
UVLAK-j 


6.4 


Colon ca. Colo-205 


2.2 


Ovarian ca. SK- 


6.8 


Colon ca. SW-48 


1.1 


Ovarian ca. 

rYV/f^ AT? /I 
U V C/Vxv-H- 


1.9 


Colon Pool 


16.2 


van an ca. 
OVCAR-5 


— ■ — 

11.7 


, — 

Small Intestine Pool 


36.1 


Ovarian ca. 
IGROV-1 


6.2 


Stomach Pool 


9.2 


Ovarian ca. 
OVCAR-8 


10.2 


Bone Marrow Pool 


10.0 


Ovary 


7.8 


Fetal Heart 


6.5 


Breast ca. MCF-7 


9.0 


Heart Pool 


6.2 


Breast ca. MDA- 
MB-231 


12.2 


Lymph Node Pool 


21.5 


Breast ca. BT 549 


12.9 


Fetal Skeletal Muscle 


4.3 


Breast ca. T47D 


25.5 


Skeletal Muscle Pool 


6.8 


Breast ca. MDA-N 


15.6 


Spleen Pool 


14.3 


Breast Pool 


13.8 jThymus Pool 


9.7 


Trachea 


8.4 CNS cancer 


8.2 
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Celio/astrrA U87-MG 




Lune 


19.8 


CNS cancer 
falio/astrrrt T J-1 1 8- 

MG 




Fetal Lung 


50.0 


CNS cancer 
(neuro;met) SK-N-AS 


7.6 


Lung ca. NCI- 
N417 


4.3 


CNS cancer ( astrrA 
SF-539 


5.2 


Lung ca. LX-1 


11.1 


CNS cancer ( astrcA 
SNB-75 


13.7 


Lung ca. NCI- 
H146 


6.4 


CNS cancer ( 
SNB-19 


9.1 


Lung ca. SHP-77 


25.7 


CNS cancer (elio^ SF- 
295 


26.1 


Lung ca. A549 


9.0 


Brain (Amygdala) 
Pool 


7.2 


Lung ca. NCI- 
H526 


1.7 


Brain (cerebellum) 


100.0 


Lung ca. NCI-H23 


20.2 


Brain (fetal) 


30.6 


Lung ca. NCI- 
H460 


8.9 


Brain (Hippocampus) 
Pool 


12.0 


Lung ca. HOP-62 


9.9 


Cerebral Cortex Pool 


12.7 


Lung ca. NCI- 
H522 


6.7 


Brain (Substantia 
nigra) Pool 


10.4 


Liver 


0 9 


Brain (Thalamus) 
Pool 


14 0 


Fetal Liver 


6.3 


Brain (whole) 


16.0 


Liver ca. HepG2 


3.2 


Spinal Cord Pool 


10.4 


Kidney Pool 


34.4 


Adrenal Gland 


18.9 


Fetal Kidney 


14.1 


Pituitary gland Pool 


50.7 


Renal ca. 786-0 


4.2 


Salivary Gland 


5.6 


Renal ca. A498 


1.6 


Thyroid (female) 


7.6 


Renal ca. ACHN 


8.8 


Pancreatic ca. 
CAPAN2 


6.2 


Renal ca.UO-31 


2.9 


Pancreas Pool 


17.7 
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Table MF . Panel LSD 



Tissue Name 


|> „ 1 17,™ fo/\ 

Agl985, Run 
147745294 


Tissue Name 


Pnl T? vn /0/\ 

Agl985, Run 
147745294 


Liver adenocarcinoma 


6.0 


Kidney (fetal) 


7.8 


Pancreas 


0.7 


Renal ca. 786-0 


2.2 


Pancreatic ca. CAP AN 
2 


1 o 


jKenai ca. /\^yo 


A A 


Adrenal gland 


31.6 


Renal ca. RXF 393 


0.7 


Thyroid 


2.3 


Renal ca. ACHN 


6.6 


Salivary gland 


2.0 


Renal ca. UO-31 


0.0 


Pituitarv eland 


100.0 


Renal ca. TK-10 


2.8 


Brain ffetal) 


0.0 


Liver 


0.7 


Brain (whole) 


4.6 


Liver (fetal) 


3.8 


Brain (amygdala) 


13.5 


jUiver ca. 

(hepatoblast) 

HepG2 


0.8 


Brain (cerebellum) 


0.0 


Lung 


4.9 


Brain (hippocampus) 


Z4.1 


Lung (fetal) 


01 Q 


Brain (substantia 
nigra) 


2.5 


Lung ca. (small 
ceil ) 


4.2 


Brain (thalamus) 


1.6 


Lung ca. (small 

"MY^T HJ^Q 

ceil ) JN^i-rioy 


8.7 


Cerebral Cortex 


21.6 


Lung ca. (s.cell 

, rOT . \ qttt> nn 
VctT.) oJnLr-/ / 


24.8 


Spinal cord 


12.0 


Lung ca. (large 

Ceil Ji\ K^l-rTH-UyJ 


7.0 


glio/astro U87-MG 


3.9 


Lung ca. (non-sm. 
ceii^ /xD^y 


3.2 


glio/astroU-118-MG 


20.7 


Lung ca. (non- 

c TsIPT 


12.2 


astrocytoma SW1783 


3.5 


Lung ca. (non- 
b.ceii y nv^x -uz. 


5.8 


neuro*; met SK-N-AS 


4.8 


JUlUIg Ca. ^nOIl-o.Cl^ 

NCI-H522 


4.9 


astrocytoma SF-539 


2.2 


T iit*irr /-» o i cmiaw \ 

JUUIlg Cd.. ^s^uain.y 

SW 900 


3.0 


astrocytoma SNB-75 


15.1 


Lung ca. (squam.) 
NCI-H596 


0.0 


glioma SNB-1 9 


6.4 


Mammary gland 


8.5 


glioma U251 


3.2 


Breast ca.* (pl.ef) 
MCF-7 


9.4 


glioma SF-295 


6.7 


Breast ca.* (pl.ef) 


6.7 
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MDA-MB-231 




Heart (fetal) 


17.6 


Breast ca.* (pl.ef) 
T47D 


8.6 


Heart 


1.6 


Breast ca. BT-549 


10.7 


Skeletal muscle (fetal) 


41.2 


Breast ca. MDA-N 


12.2 


Skeletal muscle 


0.0 


Ovary 


31.2 


Bone marrow 


0.8 


vjvanan ca. 
OVCAR-3 


1.6 


Thymus 


2.9 


w van an ca. 
OVCAR-4 


0.0 


Spleen 


0.5 


vjvanan ca. 
OVCAR-5 


4.8 


Lymph node 


3.2 


ovarian ca. 
OVCAR-8 


6.6 


Colorectal 


13.3 


Ovarian ca. 
IGROV-l 


0.0 


Stomach 


0.9 


Ovarian ca * 
(ascites) SK-OV-3 


2.2 


Small intestine 


0.0 


Uterus 


4.3 


Colon ca SW480 


5.7 


Placenta 


0.0 


Colon ca.* 
SW620C SW480 met) 


1.5 


Prostate 


2.0 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
mef>PC-3 


0.8 


Colon ca.HCT-1 16 


1.4 


Testis 


14.6 


Colon ca. CaCo-2 


2.6 


Melanoma 
Hs688(A).T 


3.2 


Colon ca. 
tissue(OD03866) 


19.3 


Melanoma* (met) 
Hs688(B).T 


7.9 


Colon ca. HCC-2998 


19.5 


iviexanoma u/\^l^- 
62 


4.3 


oasinc ca. viiver 
met)NCI-N87 


9.7 


Melanoma M14 


1.6 


Bladder 


0.0 


Melanoma LOX 
IMVI 


0.7 


Trachea 


18.3 


Melanoma* (met) 
SK-MEL-5 


1.6 


Kidney 


1.8 


Adipose 


55.1 
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Table MG . Panel 2D 



Tissue Name 


Rel. Exp.(%) 
Agl985, Run 
147745405 


Tissue Name 


ReL Exp.(%) 
Agl985, Run 
147745405 


Normal Colon 


84.7 


Kidney Margin 
8120608 


20.7 


CC Well to Mod Diff 
(OD03866) 


12.3 


Kidney Cancer 
8120613 


1.2 


CC Margin (OD03866) 


11.1 


Kidney Margin 
8120614 


12.0 


CC Gr.2 rectosigmoid 
(OD03868) 


1.6 


Kidney Cancer 
9010320 


46.3 


CC Margin (OD03 868) 


2.1 


Kidney Margin 

r\r\ *t ATM 

9010321 


50.7 


CC Mod Diff 
(ODO3920) 


4.0 


Normal Uterus 


12.0 


CC Margin (ODO3920) 


5.3 


Uterus Cancer 
06401 1 


100.0 


CC Gr.2 ascend colon 
(OD03921) 


30.8 


Normal Thyroid 


1.4 


CC Margin (OD03921) 


11.4 


Thyroid Cancer 
064010 


8.3 


CC from Partial 
Hepatectomy 
(ODO4309) Mets 


10.0 


Thyroid Cancer 
A302152 


14.1 


Liver Margin 
(ODO4309) 


3.0 


Thyroid Margin 
A3 02 153 


6.1 


Colon mets to lung 
(OD04451-01) 


7.3 


Normal Breast 


87.1 


Lung Margin 
(OD04451-02) 


6.6 


Breast Cancer 
(OD04566) 


6.3 


Normal Prostate 6546- 1 


5.2 


Breast Cancer 
(OD04590-01) 


13.8 


Prostate Cancer 
(OD04410) 


39.0 


Breast Cancer Mets 
(OD04590-03) 


12.2 


Prostate Margin 
(OD04410) 


27.7 


Breast Cancer 
Metastasis 


11.5 


Prostate Cancer 
(OD04720-01) 


17.2 


Breast Cancer 
064006 


1.6 


Prostate Margin 
(OD04720-02) 


62.4 


Breast Cancer 1024 


22.5 


Normal Lung 061010 


29.1 


Breast Cancer 
9100266 


11.3 
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Liine Met to Muscle 
(OD04286) 


5.9 


Breast Margin 
9100265 


10.4 


Vluscle Mar sin 
(OD04286) 


11.3 


Breast Cancer 
A209073 


9.2 


Lunp Mali&nant Cancer 
(OD03126) 


13.0 


Breast Margin 
A209073 


13.7 


Lung Margin 
(OD03126) 


30.6 


Normal Liver 


0.0 


Lung Cancer 
(OD04404) 


8.7 


Liver Cancer 
064003 


1.5 


Lune M^arein 
(OD04404) 


54.3 


Liver Cancer 1025 


11.0 


Lun& Cancer 
(OD04565) 


5.6 


Liver Cancer 1026 


1.7 


Lun*? Marein 
(OD04565) 


14.9 


Liver Cancer 6004- 
T 


9.0 


Lunff Cancer 
(OD04237-01) 


9.8 


Liver Tissue 6004-N 


1.9 


T jm*? Margin 
(OD04237-02) 


68.3 


Liver Cancer 6005- 
T 


1.1 


Ocular Mel Met to 
Liver (ODO4310) 


3.3 


Liver Tissue 6005-N 


1.0 


T ..iver ^4arein 
(ODO4310) 


12.9 


Normal Bladder 


15.4 


Melanoma Mets to 
Lung (OD04321) 


8.9 


Bladder Cancer 
1023 


9.2 


Lung Margin 
(OD04321) 


25.9 


Bladder Cancer 
A302173 


4.6 


Normal Kidney 


45.1 


Bladder Cancer 
(OD04718-01) 


25.9 


Kidney Ca, Nuclear 
grade 2 (OD04338) 


6.7 


Bladder Normal 

Adjacent 

(OD04718-03) 


97.9 


Kidney Margin 
(OD04338) 


26.1 


Normal Ovary 


20.6 


Kidney Ca Nuclear 
grade 1/2 (OD04339) 


12.9 


Ovarian Cancer 
064008 


30.6 


Kidney Margin 
(OD04339) 


15.3 


Ovarian Cancer 
(OD04768-07) 


13.0 


Kidney Ca, Clear cell 
type (OD04340) 


17.2 


Ovary Margin 
(OD04768-08) 


74.2 


Kidney Margin 
(OD04340) 


54.0 


Normal Stomach 


24.0 


Kidney Ca, Nuclear 


9.4 


Gastric Cancer 


2.2 
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grade 3 (OD04348) 




9060358 




XVXUxXWJf iVXCl-1 glXA 

(OD04348) 


11.3 


Stomach Margin 
9060359 


6.9 


AVXViXXWj' V^CUlVvi 

(OD04622-01) 


18.2 


Gastric Cancer 
9060395 


7.2 


TCiHnev Klarcnn 
(OD04622-03) 


4.9 


Stomach Margin 
9060394 


22.4 


Kidney Cancer 
(OD04450-01) 


O Q 

y.o 


Gastric Cancer 
9060397 


1 1 0 


Kidney Margin 
(OD04450-03) 


13.0 


Stomach Margin 
9060396 


0.6 


Kidney Cancer 
8120607 


3.5 


Gastric Cancer 
064005 


24.8 
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Table ME Panel 4.1D 



Tissue Name 


Rel. 
Exp.(%) 
Agl985, 
Run 
225428479 


Rel. 
Exp.(%) 
Ag4055, 
Run 
171620013 


Tissue Name 


Rel. 
Exp.(%) 
Agl985, 

Run 
225428479 


Rel. 
Exp.(%) 
Ag4055, 

Run 
171620013 


Secondary Thl act 


1.7 


7.0 


HUVEC IL- 
lbeta 


0.2 


4.3 


Secondary Th2 act 


3.3 


11.1 


HUVEC IFN 
gamma 


0.9 


6.0 


Secondary Trl act 


2.4 


16.7 


HUVEC TNF 
alpha + IFN 
gamma 


0.9 


2.8 


Secondary Thl 
rest 


1.3 


2.6 


HUVEC TNF 
alpha + IL4 


0.4 


4.5 


Secondary Th2 
rest 


0.7 


2.9 


HUVEC IL-11 


0.1 


1.6 


Secondary Trl rest 


0.5 


4.4 


Lung 

Microvascular 
EC none 


0.5 


9.3 


Primary Thl act 


6.8 


14.8 


Lung 

Microvascular 
EC TNFalpha + 
IL-lbeta 


0.8 


6.1 


Primary Th2 act 


10.8 


21.2 


Microvascular 
Dermal EC none 


0.2 


2.1 


Primary Trl act 


6.5 


17.3 


Microsvasular 
Dermal EC 
TNFalpha + IL- 
lbeta 


0.8 


4.1 


Primary Thl rest 


0.3 


/ 

1.4 


Bronchial 
epithelium 
TNFalpha + 
ILlbeta 


0.7 


9.4 


Primary Th2 rest 


0.7 


2.8 


Small airway 
epithelium none 


0.2 


1.9 


Primary Trl rest 


1.8 


4.7 


Small airway 
epithelium 
INralpna + IL- 
lbeta 


0.0 


5.8 


CD45RA CD4 
lymphocyte act 


1.3 


6.3 


Coronery artery 
SMC rest 


0.2 


3.6 


CD45RO CD4 
lymphocyte act 


1.5 


13.9 


Coronery artery 
SMC TNFalpha 
+ IL-lbeta 


0.2 


2.3 
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CD8 lymphocyte 
act 


1.7 


8.4 


Astrocytes rest 


0.3 


2.1 


Secondary CD8 
lymphocyte rest 


2.9 


7.1 


Astrocytes 
TNFalpha + IL- 
lbeta 


0.2 


2.1 


Secondary CD8 
lymphocyte act 


1.2 


3.8 


KU-812 
(Basophil) rest 


0.0 


3.8 


CD4 lymphocyte 
none 


1.4 


7.8 


VT T on 
IvU-o 1Z 

(Basophil) 

PMA/ionomycin 


2.5 


6.9 


2ry 

Thl /Th2/Tr l_anti- 

pno< pui i 


1.3 


a./ 


CCD1106 
(Keratinocytes) 

none 


u.o 




LAK cells rest 


8.2 


16.5 


CCD1106 

(1C pratinorvvte^A 

TNFalpha + IL- 
lbeta 


1.6 


7.8 


LAK cells IL-2 


0.4 


4.4 


Liver cirrhosis 


1.3 


4.1 


T A 'V f*p»11c TT 

2+IL-12 


0.9 


8.1 


NCI-H292 none 


1.1 


3.3 


T A IT ^11 a TT 
JL-/VJV CeilS JUL- 

2+IFN gamma 


1.2 


4.4 


NCI-H292 IL-4 


1.5 


6.6 


T AF />f>llG TT "7-4- 

LrAiSw ceiis ii^-z i 
IL-18 


1.5 


7.4 


NCI-H292 IL-9 


1.2 


4.0 


cens 
PMA/ionomycin 


100.0 


100.0 


NCI-H292 IL-13 


1.3 


5.6 


NK Cells IL-2 rest 


0.8 


14.4 


NCI-H292 IFN 
gamma 


1.7 


4.4 


i wo w cty ivii^xv 3 
day 


1.0 


12.1 


HPAEC none 


0.4 


3.7 


Two Way MLR 5 
day 


2.4 


4.7 


HPAEC TNF 
a1nha+ TT.-l beta 

C11U11U " lJj X wvlW 


1.3 


9.0 


Two Way MLR 7 
tidy 


1.4 


3.0 


Lung fibroblast 
none 


0.8 


7.2 




0 7 


3 8 


Lung fibroblast 
TNF alnha + IL- 
1 beta 


1.4 


3.3 


PBMC PWM 


2.9 


11.0 


Lunf? fibroblast 
IL-4 


0.8 


3.7 


PBMC PHA-L 


1.2 


4.9 


Lung fibroblast 
IL-9 


0.7 


7.1 


Ramos (B cell) 
none 


* 0.2 


1.1 


Lung fibroblast 
IL-13 


0.8 


6.3 


Ramos (B cell) 
ionomycin 


0.3 


2.2 


Lung fibroblast 
IFN gamma 


2.2 


6.2 
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B lymphocytes 
PWM 


l.o 




Dermal 

IlOTODlaSI. 

CCD1070 rest 


0 9 


S 0 


B lymphocytes 
LJJ4UL, and 1JL-4 


2.4 


6.9 


Dermal 
fibroblast 
rpni 070 TMF 

alpha 


1.4 


8.5 


EOL-1 dbcAMP 


0.1 


— 
6.6 


Dermal 

■ft V\t*/^Vi 1 Ck ct 
XlurODlai^L 

CCD1070 IL-1 
beta 


1.0 


4.3 


EOL-1 dbcAMP 
PMA/ionomycin 


6.3 


9.0 


Dermal 
fibroblast IFN 
gamma 


0.9 


3.6 


Dendritic celta 
none 


2.2 


6.1 


Dermal 
fibroblast IL-4 


1.3 


5.2 


Dendritic cells 
LPS 


1.0 


A /C 


Dermal 

Fibroblasts rest 


u.o 


^ fy 
J.O 


Dendritic cells 
anti-CD40 


2 4 


9 3 


Neutrophils 
TNFa+LPS 


9.6 


7.4 


Monocytes rest 


1.0 


8.8 


Neutrophils rest 


1.4 


5.0 


Monocytes LPS 


6.2 


9.2 


Colon 


0.7 


2.1 


Macrophages rest 


1.6 


6.6 


Lung 


2.9 


2.8 


Macrophages LPS 


5.0 


7.3 


Thymus 


5.2 


7.9 


HUVEC none 


0.6 


5.6 


Kidney 


39.8 


17.0 


HUVEC starved 


0.4 


5.1 
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Table ML Panel 4D 



Tissue Name 


Kel. HiXp.^ /o J 

Agl985, Run 
162350943 


Tissue Name 


xvcl. XLXp.^ ' °/ 

Agl985, Run 
162350943 


Secondary Thl act 


1.0 


HUVEC IL-lbeta 


0.3 


Secondary Th2 act 


8.2 


HUVEC IFN gamma 


0.9 


Secondary Trl act 


7.0 


ui IVPP TMF nlnhfl + 
nu v r_/V^ i x n i. cii unci ' 

IFN gamma 


0.3 


Secondary Thl rest 


1.1 


ttt n/PP TMF alnfm 4- 

IL4 


0.2 


secondary inz rest 




tjt TVPP TT -1 1 




Secondary Trl rest 


1.5 


Lung Microvascular EC 
none 


0.4 


Primary Thl act 


14.2 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


1.1 


Primary Th2 act 


15.4 


Microvascular Dermal 
EC none 


1.2 


Primary Trl act 


11.0 


Microsvasular Dermal 
EC TNFalpha 4- IL- 
i beta 


0.8 


Primary Thl rest 


2.7 


Bronchial epithelium 
1 JNr alpna -+* lli Deta 


0.6 


Primary Th2 rest 


2.0 


Small airway epithelium 
none 


0.5 


Primary Trl rest 


1.2 


r>maii airway epiineiium 
TNFalpha + IL-lbeta 


2.6 


lymphocyte act 


1.4 


v_>oronery artery oivii^ 
rest 


1.1 


OTY/1 cpn f^T\A 

UU4DKU CU4 
lymphocyte act 


0.9 


L^oronery oriery oivja^ 
TNFalpha + IL-lbeta 


0.3 


L-Uo lympnocyie act 


1 A 


/\surocyic5> rcbi 


1 .o 


Secondary CD8 
lynipnocyie rest 


2.4 


Astrocytes TNFalpha + 

1JL»- 1 OCld. 


0.5 


Secondary CD8 
lymphocyte act 


2.2 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.9 


KU-812 (Basophil) 
PMA/ionomycin 


5.7 


2ry Thl/Th2/Trl anti- 
CD95 CH11 


3.3 


CCD1106 

(Keratinocytes) none 


1.2 


LAK cells rest 


10.1 


CCD1106 
(Keratinocytes) 
TNFalpha + IL-lbeta 


1.7 


LAK cells IL-2 


0.7 


Liver cirrhosis 3.2 
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LAK cells IL-2+IL-12 


1.7 


Lupus kidney | 0.8 


LAK cells IL-2+IFN 
gamma 


1 *7 


NCI-H292 none 


1.3 


LAK cells IL-2+IL-18 


1.9 


NCI-H292 IL-4 


2.6 


LAK cells 
PMA/ionomycin 


100.0 


NCI-H292 IL-9 


2.1 


NK Cells IL-2 rest 


1.1 


NCI-H292 IL-13 


0.9 


Two Way MLR 3 day 


2.4 


NCI-H292 IFN gamma 


3.9 


Two Way MLR 5 day 


2.0 


HPAEC none 


0.3 


i wo w ay ivi jljx. / aay 


U.Z 


HPAEC TNF alpha + 
IL-1 beta 


0.8 


PBMC rest 


1.3 


Lung fibroblast none 


0.5 




D. 1 


Lung fibroblast TNF 
alpha + IL-1 beta 


0.5 


PBMC PHA-L 


2.7 


Lung fibroblast IL-4 


0.6 


Ramos (B cell) none 


0.3 


juung iiDroDiast iJL-y 


1.7 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.3 


B lymphocytes PWM 


I 1 1 

11.1 


Lung fibroblast IFN 
gairima 


3.9 


B lymphocytes CD40L 
and IL-4 


1.8 


Dermal fibroblast 
v^Lj lu/u rest 


1.3 


EOL-1 dbcAMP 


0.7 


j^erxnai iiuroDiasi 
CCD 1070 TNF alpha 


3.8 


EOL-1 dbcAMP 
PMA/ionomycin 


7.7 


TiPrm ci 1 TinrAnlac+ 
JLyCIIIlctl nurODlabl 

CCD 1070 IL-1 beta 


1.9 


-L/ciiuiiuL/ L/Ciib nunc 




Dermal fibroblast IFN 
gamma 


3.1 


Dendritic cells LPS 


1.9 


Dermal fibroblast IL-4 


1.9 


Dendritic cells anti- 
CD40 


4.6 


ixdu Montis z 


U.U 


Monocytes rest 


0.6 


IBD Crohn's 


1.1 


Vfonocvtp*; T PS» 




Colon 


4.0 


Macrophages rest 


1.7 


Lung 


8.2 


Macrophages LPS 


8.7 


Thymus 


1.5 


HUVEC none 


0.0 


Kidney 


2.2 


HUVEC starved 


0.5 







AI_comprehensive panel_vl.0 Summary: Agl985 Expression of the CG96412- 
01 gene, which encodes a putative dipthamide synthesis protein, is highest in lung 



(CT-29.3). This gene is expressed widely in this panel, confirming its presence in tissues 



383 



WO 02/090568 



PCT/US02/14341 



involved in the immune response. Please see Panel 4. ID for discussion of utility of this 
gene in inflammation. 

CNS_neurodegeneration_vl.O Summary: Agl985 This gene appears to be 
slightly upregulated in the temporal cortex of patients suffering from Alzheimer's disease. 
5 Thus, modulation of the expression or function of this gene may decrease neuronal death 
and be of use in the treatment of this disease. Results from a second experiment with the 
probe and primer set Ag4055 are not included. The amp plot indicates there were 
experimental difficulties with this run. 

General jscreening_j>anel_vl.4 Summary; Ag4055 The CG96412-01 gene is 

10 widely expressed in this panel, with highest expression in the cerebellum (CT=28. 1 3). The 
high levels of expression in the cerebellum suggest that this gene product may be a useful 
and specific target of drugs for the treatment of CNS disorders that have this brain region 
as the site of pathology, such as autism and the ataxias. Moderate levels of expression are 
seen across the CNS, including the amygdala, hippocampus, cerebral cortex, substantia 

15 nigra and thalamus. Therefore, therapeutic modulation of the expression or function of this 
gene may be useful in the treatment of neurologic disorders, such as Alzheimer's disease, 
Parkinson's disease, schizophrenia, multiple sclerosis, stroke and epilepsy. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 

20 muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic function and that 
disregulated expression of this gene may contribute to neuroendocrine disorders or 
metabolic diseases, such as obesity and diabetes. 

Panel 1.3D Summary: Agl985 Expression of the CG96412-01 gene is highest in 

25 the pituitary (CT=3 1 ), with low but significant levels also evident in the amygdala, 

cerebellum, cerebral cortex and spinal cord. Please see the previous panels for discussion 
of utility of this gene in the CNS. 

Among other tissues with metabolic function, this gene is expressed at low levels 
in adipose, adrenal gland, and fetal skeletal muscle and heart. This expression suggests 

30 that this gene product may play a role in normal neuroendocrine and metabolic function 
and that disregulated expression of this gene may contribute to neuroendocrine disorders 
or metabolic diseases, such as obesity and diabetes. In addition, expression of this gene 
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product could be used to differentiate between fetal skeletal muscle (CT^32.4) and adult 
skeletal muscle (CT=40). 

Panel 2D Summary: Agl985 The CG96412-01 gene is most highly expressed in 
uterine cancer (CT=31.1). In addition, higher levels of expression are seen in normal 
5 bladder, ovary, lung, kidney, and prostate when compared to expression in the 

corresponding adjacent tumor. Thus, expression of this gene could be used as a marker of 
these tissues. Furthermore, therapeutic modulation of the expression or function of this 
gene may be effective in the treatment of bladder, ovary, lung, kidney, uterine and prostate 
cancers. 

10 Panel 4.1D Summary: Agl985/Ag4055 Two experiments with two different 

probe and primer sets produce results that are in excellent agreement. The CG96412-01 
gene is widely expressed in this panel, with highest expression in LAK cells treated with 
PMA and ionomycin (CTs=27-27.6). Lower levels of induction are seen in macrophages 
and monocytes after treatment with LPS and in EOL cells (eosinophil cell line) after 

15 treatment with PMA/ionomycin. Thus, this transcript encodes a protein that appears to be 
expressed in response to activation and may be involved in the immune function or 
proliferation of LAK cells, macrophages and monocytes. It is also detected in tumor 
margins (Panel 2D) that often contain activated LAK, monocytes, and macrophages. 
Therefore, antibody or small molecule antagonist therapies directed against the protein 

20 encoded by this transcript could reduce or inhibit inflammation in diseases such as asthma, 
emphysema, allergy, psoriasis, diabetes and arthritis. These treatments may also reduce or 
prevent tissue rejection after organ transplant. Agonistic therapies in contrast, my up 
regulate the function of LAK cells and aid in cancer treatments. 

Panel 4D Summary: Agl985 Expression of the CG964 12-01 gene is in 

25 reasonable agreement with the results in Panel 4. ID. Highest expression of the gene is 
seen in LAK cells treated with PMA/ionomycin (CT=28.6). Please see Panel 4. ID for 
discussion of utility of this gene in inflammation. 

N. CG96511-01: HsWECHE 

Expression of gene CG9651 1-01 was assessed using the primer-probe sets 
30 Ag4063, Ag4171 and Ag4172, described in Tables NA, NB and NC. Results of the RTQ- 
PCR runs are shown in Tables ND and NE. 
Table NA . Probe Name Ag4063 
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Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
No 


Forward 


5 1 -ttatgccgttatccagtgttgt-3 ■ 


22 


963 


182 


Probe 


TET-5 ■ -tgtcccagcagcataacaaaggttaa-3 * - 
TAMRA 


26 


986 


183 


Reverse 


5 ' -gcaatcattgctgatgttgaat-3 • 


22 


1022 


184 



Table NB . Probe Name Ag4171 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

No 


Forward 


5 1 -aaagtggtctcaggggatttt-3 ' 


21 


415 


185 


Probe 


TET-5 ' -ccaattccagctccatcaatttcctg-3 * - 
TAMRA 


26 


446 


186 


Reverse 


5 ' -gttgagtgacttggctgaagtc-3 1 


22 


475 


187 



Table NC . Probe Name Ag4172 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
No 


Forward 


5 1 -gctctgtttccacaacctttc-3 ' 


21 


266 


188 


Probe 


TET-5 ' -attctcttggcagagaacagtcccca-3 ' - 
TAMRA 


26 


290 


189 


Reverse 


5 • -actttggctcttgtatctgcat-3 1 


22 


337 


190 
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Table ND . General_screening_panel_vl .4 



Tissue Name 


Rel. Exp.(%) 
Ag4063, Run 

Aj.07UJ70t 


Tissue Name 


ReL Exp.(%) 
Ag4Uoo, Kun 
218905984 


Adipose 


0.5 


Renal ca. TK-10 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


8.4 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


28.1 


Melanoma* M14 


0.0 


oastnc ca. KA 1 <J ill 


1UU.U 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 


0.0 


Colon ca. SW480 


0.0 


squamous ceix 
carcinoma SCC-4 


0.0 


Colon ca * (SW480 
met) SW620 


0.0 


Testis Pool 


0.6 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met) PC-3 


2.7 

L ™~ - — 


Colon ca. HCT-116 


0.0 


rrostate rool 


U.(J 




0 0 


Placenta 


0.0 


Colon cancer tissue 


0.3 


Uterus Pool 


0.0 


1 o'tTTI 11/" 

Colon ca. SWlllo 


u.u 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK- 
OV-3 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


0.0 


Ovarian ca. 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. 


0.0 


Stomach Pool 


0.0 


W VdJ.lcU.1 L/C*. 

OVCAR-8 


0.3 


Bond Marrow Pool 


0.0 


Ovary 


0.2 


Fetal Heart 


0.0 


Breast ca. MCF-7 


0.0 


Heart Pool 


0.0 


Breast ca. MDA- 
MB-231 


o n 

v.yi 


i^yilljJll inuuc x \J\Ji 


0.0 


Breast ca. BT 549 


8.5 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.3 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


0.0 


Spleen Pool 


0.9 


Breast Pool 


0.0 


Thymus Pool 


0.8 


Trachea 


j 1.3 


CNS cancer 


2.4 
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(glio/astro) U87-MG j 


una 


0.0 


CNS cancer 
(glio/astro) U-l 18- 


0.0 


Fetal Lung 


5.8 


CNS cancer 


0.0 


N417 


0.0 


CNS cancer (astro) 

or 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 


0.0 


uncr ra T^CT- 

HI 46 


0.0 


CNS cancer (glio) 

oiNi-> , ~ l y 


0.0 


Lung ca. SHP-77 


1.1 


295 


4.8 


Lung ca. A549 


11.3 


JOld-lIl \^\n.iy QJLclLaj 

Pool 


n ^ 


Lung ca. NCI- 
H526 


0.0 


Brain (cerebellum) 


0.0 


Lung ca. NCI-H23 


0.4 


Brain (fetal) 


1.1 


Lung ca. NCI- 
H460 


63.3 


r>rain ^riippocainpus/ 
Pool 


2.8 


Lung ca. HOP-62 


f 0.7 


Cerebral Cortex Pool 


1.3 


Lung ca. NCI- 
H522 


0.0 


Brain (Substantia 
nigra) Pool 


0.0 


Liver 


0.0 


Brain (Thalamus) 
Pool 




Fetal Liver j 0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


3.5 


Kidney Pool 


0.7 


Adrenal Gland 


0.0 


Fetal Kidney 


0.0 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. 
CAPAN2 


0.0 


Renal ca. UO-31 


4.0 


Pancreas Pool 


0.0 
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Table NE. Panel 4.1D 



Tissue Name 


KeL JirXp.(vo) 
Ag4063, Run 
172572331 


Tissue Name 


IVCl. XLf Xp.^ /O J 

Ag4063, Run 
172572331 


OCL/Uiiticu. y 1111 o\jL 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


7.6 


Secondary Trl act 


0.0 


TTT WTTIC T7\JT? a1r\Vm 4- 

aU viiL iiNr azpna ^ 
IFN gamma 


0.0 


Secondary Thl rest 


0.0 


flU v£/L IINT dipnd t 

IL4 


0.0 


Secondary Th2 rest 


A A 

o.u 


nU v±i/^ iJL-i 1 


0 0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


3.5 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal 
EC none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal 
EC TNFalpha + IL- 
lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
1 JNralpna + JLLi beta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


bman airway epnneiium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery oivii^ 
rest 


7.7 


CD45RO CD4 
lymphocyte act 


0.0 


v^oronery anery oivn^ 
TNFalpha + IL-lbeta 


3.0 


CD8 lymphocyte act 


U.U 


Astrocytes rest 




Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 

TT 1 Kf>ta 

i oeia 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomvcin 


0.0 


2ry Thl/Th2/Trl anti- 
CD95 CH11 


0.0 


CCD1106 

(Keratinocytes) none 


0.0 


LAK cells rest 


0.0 


CCD1106 
(Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


3.4 
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LAK cells IL-2+IL- 12 


0.0 


NCI-H292 none 


0.0 


LAK cells IL-2+IFN 
gamma 




KTf^T WOO TT A 


0 0 


LAK cells IL-2+IL- 18 


0.0 


NCI-H292 IL-9 


0.0 


LAK cells 
PMA/ionomycin 


Ij.j 


MPT -1490? TT -1 ^ 


0 0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IFN gamma 


0.0 


Two Way MLR 3 day 


0.0 


HPAEC none 


0.0 


l wo w ay iviJLrv d aay 


ft ft 


HPAEC TNF alpha + 
IL-1 beta 


0 0 


Two Way MLR 7 day 


0.0 


Lung fibroblast none 


0.0 


PBMC rest 


0.0 


Lung fibroblast TNF 
alpha + IL-1 beta 


17.0 


PBMC PWM 


0.0 


Lung fibroblast IL-4 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-9 


6.5 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-1 3 


7.9 


Ramos (B cell) 


0.0 


Lung fibroblast IFN 


0.0 


ionomycin 


gamma 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD1 070 rest 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


6.7 




A < 


Dermal fibroblast 
CCD1070 IL-1 beta 


A 1 


EOL-1 dbcAMP 




Dermal fibroblast IFN 


0 0 


PMA/ionomycin 


gamma 


Dendritic cells none 


0.0 


Dermal fibroblast IL-4 


0.0 


Dendritic cells LPS 


0.0 


jDermal Fibroblasts rest 


0.0 


Dendritic cells anti- 
CD40 


0.0 


Neutrophils TNFa+LPS 


3.8 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


42.0 


Colon 


U.U 


Macrophages rest 


1.7 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


14.7 


HUVEC none 


0.0 


Kidney 


100.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag4063/Ag4171/Ag4172 Results 
from these three experiment with the CG9651 1-01 gene are not included. The amp plot 



indicates that there were experimental difficulties with this run. 

Generaljscreening^anel^vl^ Summary: Ag4063 Highest expression of the 
5 CG965 11-01 gene is detected in gastric cancer Kato III sample (CT=30.8). In addition, 
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significant expression of this gene is also detected in gastric (liver metastasis) cancer, lung 
cancer, renal cancer and breast cancer cell lines. Thus, expression of this gene can be used 
to distinguish between these samples and other samples in this panel. In addition, 
therapeutic modulation of the small chemokine encoded by this gene, through the use of 
5 small molecule drugs, protein therapeutics or antibodies, might be beneficial in the 
treatment of these cancers. 

Ag4171/Ag4172 Results from these two experiment with the CG9651 1-01 gene 
are not included. The amp plot indicates that there were experimental difficulties with this 
run. 

10 Panel 4.1D Summary: Ag4063 The CG9651 1-01 gene is only expressed at 

detectable levels in the kidney (CT==33.7). Therefore, espression of this gene could be used 
to distinguish the kidney sample from other samples used in this panel. In addition, 
antibody or small molecule therapies designed with the protein encoded for by this gene 
could modulate kidney function and be important in the treatment of inflammatory or 

15 autoimmune diseases that affect the kidney, including lupus and glomerulonephritis. 

Ag4171/Ag4172 Expression of the CG9651 1-01 gene is low/undetectable (CTs > 
35) across all of the samples on this panel (data not shown). 

O. CG96522-01: ADAM-TS 7 PRECURSOR 

Expression of gene CG96522-01 was assessed using the primer-probe sets 
20 Ag4084, Ag4322 and Ag4084, described in Tables OA, OB and OC. 



Table OA . Probe Name Ag4084 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
No 


Forward 


5 * -atagaggacactggggttacca-3 ' 


22 


2581 


191 


Probe 


TET-5 ' -atggttacctggtccccaaatcacct-3 • - 
TAMRA 


26 


2607 


192 


Reverse 


5 * -gcttaggaattctggcacttg-3 * 


21 


2641 


193 
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Table OB . Probe Name Ag4322 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
No 


Forward 


5 ' -catagaggacactggggttacc-3 • 


22 


2580 


194 


Probe 


TET-5 ' -atggttacctggtccccaaatcacct-3 ' - 
TAMRA 


26 


2607 


195 


Reverse 


5 • -gcttaggaattctggcacttg-3 • 


21 


2641 


196 



Table PC . Probe Name Ag4084 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
No 


Forward 


5 ' -atagaggacactggggttacca-3 ■ 


22 


2581 


197 


Probe 


TET-5 ' -atggttacctggtccccaaatcacct-3 ' - 
TAMRA 


26 


2607 


198 


Reverse 


5 * -gcttaggaattctggcacttg-3 * 


21 


2641 


199 



CNS_neurodegeneration_vl.O Summary: Ag4322 Expression of the CG96522- 
01 gene is low/undetectable (CTs > 35) across all of the samples on this panel (data not 



5 shown). 

Ag4084 Results from one experiment with the CG96522-01 gene are not included. 
The amp plot indicates that there were experimental difficulties with this run. 

General_screening_panel_vl.4 Summary: Ag4084/Ag4322 Expression of the 
CG96522-01 gene is low/undetectable (CTs > 35) across all of the samples on this panel 
10 (data not shown). 

Panel 4.1D Summary: Ag4084/Ag4322 Expression of the CG96522-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

P. CG96637-01: SMALL INDUCIBLE CYTOKINE A23 
PRECURSOR 

1 5 Expression of gene CG96637-0 1 was assessed using the primer-probe sets Ag408 1 

and Ag4345, described in Tables PA and PB. Results of the RTQ-PCR runs are shown in 



Tables PC and PD. 

Table PA . Probe Name Ag4081 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
No 


Forward 


5 • -gctgactgctgcatctccta-3 » 


20 


162 


200 


Probe 


TET-5 ' -acgaagcatcccgtgttcactcct-3 • - 
TAMRA 


24 


188 


201 


Reverse 


5 • -tcgctgttcgtttcaaagtaac-3 • 


22 


217 


202 



Table PB . Probe Name Ag4345 
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Primers 


Sequences 


Length 


Position 


%JJCj\£ IMS 

No 


Forward 


5 1 -gtgtcatgttcctcaccaaga-3 1 


21 


253 


203 


Probe 


TET-5 1 -acgtttctgtgccaaccccagtgata-3 1 - 
TAMRA 


26 


281 


204 


Reverse 


5 1 -ctcacgcaaacctgaacttg-3 1 


20 


309 


205 
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Table PC . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag4345, 
Run 224364194 


Tissue Name 


Rel. Exp.(%) Ag4345, 
Run 224364194 


AD 1 Hippo 


17.9 


Control (Path) 3 
Temporal Ctx 


7.3 


AD 2 Hippo 


26.6 


Control (Path) 4 
Temporal Ctx 


51.8 


AD 3 Hippo 


7.6 


AD 1 Occipital 
Ctx 


29.5 


AD 4 Hippo 


14.1 


AD 2 Occipital 
Ctx (Missing) 


0.0 


AD 5 Hippo 


100.0 


AD 3 Occipital 
Ctx 


8.7 


AD 6 Hippo 


47.3 


AD 4 Occipital 
Ctx 


29.1 


Control 2 Hippo 


31.4 


AD 5 Occipital 
Ctx 


38.7 


Control 4 Hippo 


13.4 


AD 6 Occipital 
Ctx 


19.6 


Control (Path) 3 
Hippo 


12.8 


Control 1 
Occipital Ctx 


4.6 


AD 1 Temporal 
Ctx 


30.8 


Control 2 
Occipital Ctx 


42.3 


AD 2 Temporal 
Ctx 


35.6 


Control 3 
Occipital Ctx 


18.9 


AD 3 Temporal 
Ctx 


10.4 


Control 4 
Occipital Ctx 


10.0 


AD 4 Temporal 
Ctx 


27.9 


Control (Path) 1 
Occipital Ctx 


69.7 


AD5Inf 

l emporal L-tx 


71.7 


Control (Path) 2 
Occipital Ctx 


17.9 


AD 5 Sup 
Temporal Ctx 


35.8 


Control (Path) 3 
Occipital Ctx 


3.7 


AD 6 Inf 
lemporai l^tx 


49.3 


Control (Path) 4 
Occipital Ctx 


22.2 


AD 6 Sup 
lemporai v^tx 


49.0 


Control 1 Parietal 
Ctx 


9.1 


Control 1 
Temporal Ctx 


11.5 


Control 2 Parietal 
Ctx 


57.0 


Control 2 
Temporal Ctx 


29.5 


Control 3 Parietal 
Ctx 


19.8 


Control 3 
Temporal Ctx 


19.6 


Control (Path) 1 
Parietal Ctx 


61.6 


Control 3 


12.4 


Control (Path) 2 | 33.4 
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Temporal Ctx 




Parietal Ctx 




Control (Path) 1 
Temporal Ctx 


48.6 


Control (Path) 3 
Parietal Ctx 


5.2 


Control (Path) 2 
Temporal Ctx 


48.0 


Control (Path) 4 
Parietal Ctx 


45.7 
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Table PP . Panel 4. ID 



Tissue Name 


Rel. 
Exp.(%) 
Ag4345, 

Run 
184565263 


Rel. 
Exp.(%) 
Ag4345, 
Run 
187509981 


Tissue Name 


Rel. 
Exp.(%) 
Ag4345, 
Run 
184565263 


Rel. 
Exp.(%) 
Ag4345, 
Run 
187509981 


Secondary Thl act 


0.0 


0.0 


HUVEC IL- 
lbeta 


0.9 


0.0 


Secondary Th2 act 


0.4 


0.0 


HUVEC IFN 
gamma 


5.4 


14.1 


Secondary Trl act 


0.2 


0.0 


HUVEC TNF 
alpha + IFN 
gamma 


0.2 


1.2 


Secondary Thl 
rest 


0.0 


0.0 


HUVEC TNF 
alpha + IL4 


0.0 


0.0 


Secondary Th2 
rest 


0.7 


0.6 


HUVEC IL-11 


2.6 


3.8 


Secondary Trl rest 


0.3 


0.0 


Lung 

Microvascular 
EC none 


0.3 


0.4 


Primary Thl act 


0.0 


0.0 


Lung 

Microvascular 
EC TNFalpha + 
IL-lbeta 


0.0 


0.0 


Primary Th2 act 


0.0 


0.0 


Microvascular 
Dermal EC none 


0.0 


0.0 


Primary Trl act 


0.0 


0.0 


Microsvasular 
Dermal EC 
TNFalpha + IL- 
lbeta 


0.0 


0.0 


Primary Thl rest 


0.0 


0.0 


Bronchial 
epithelium 
TNFalpha + 
ILlbeta 


0.0 


0.0 


Primarv TH2 rest 


0 0 


0 0 

\J.\J 


Small airway 
epithelium none 




u.u 


Primary Trl rest 


0.0 


0.0 


Small airway 
epithelium 
TNFalpha + IL- 
lbeta 


0.0 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


0.0 


Coronery artery 
SMC rest i 


0.0 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


0.0 


Coronery artery 
SMC TNFalpha 
+ IL-lbeta 


0.0 


0.0 
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CDS lymphocyte 
act 


0.2 


0.0 


Astrocytes rest 


0.0 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


0.0 


Astrocytes 
TNFalpha + IL- 
lbeta 


0.0 


0.0 


Secondary CD8 
lymphocyte act 


0.3 


0.0 


KU-812 
(Basophil) rest 


0.3 


0.9 


CD4 lymphocyte 
none 


0.0 


0.7 


KU-812 

(Basophil) 

PMA/ionomycin 


0.0 


2.5 


2ry 

Thl/Th2/Trl_anti- 
CD95 CHI I 


0.0 


0.0 


CCD 1106 

(Keratinocytes) 

none 


0.0 


0.0 


LAK cells rest 


1.0 


2.4 


CCD1106 
(Keratinocytes) 
TNFalpha + IL- 

1 UCLd 


0.0 


0.0 


LAK cells IL-2 


1.8 


1.1 


Liver cirrhosis 


0.2 


1.7 


LAK cells IL- 
2+IL-12 


0.0 


0.0 


NCI-H292 none 


0.0 


0.0 


LAK cells IL- 
2+IFN gamma 


0.4 


0.7 


NCI-H292 IL-4 


0.0 


0.0 


LAK cells IL-2+ 
IL-18 


0.3 


0.0 


NCI-H292 IL-9 


0.0 


0.0 


LAK cells 
PMA/ionomycin 


0.8 


1.6 


NCI-H292IL-13 


0.0 


0.0 


NK Cells IL-2 rest 


1.2 


3.1 


NCI-H292 IFN 
gamma 


0.0 


0.0 


Two Way MLR 3 
day 


1.5 


5.7 


HPAEC none 


4.4 


7.7 


Two Way MLR 5 
day 


1.8 


0.2 


HPAEC TNF 
alpha + IL-1 beta 


2.8 


7.9 


Two Way MLR 7 
day 


0.2 


0.0 


Lung fibroblast 
none 


0.0 


0.0 


PBMC rest 


0.0 


0.0 


Lung fibroblast 

inn V xi— » t 1 i XT 

TNF alpha + IL- 
1 beta 


0.0 


0.0 


PBMC PWM 


0.5 


1.6 


Lung fibroblast 
IL-4 


0.0 


0.0 


PBMC PHA-L 


3.5 


7.5 


Lung fibroblast 
IL-9 


0.0 


0.0 


Ramos (B cell) 
none 


0.9 


0.0 


Lung fibroblast 
IL-13 


0.0 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


0.0 


Lung fibroblast 
IFN gamma 


0.0 


0.0 
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B lymphocytes 
PWM 


0.0 


0.0 


Dermal 
fibroblast 
CCD 1070 rest 


0.0 


0.0 


B lymphocytes 

AT TT A 

UJJ4UJL and l.L-4 


0.0 


0.0 


Dermal 
fibroblast 
CCD 1070 TNF 
alpha 


0.9 


1.2 


EOL-1 dbcAMP 


5.6 


12.1 


Dermal 
fibroblast 
CCD1070 IL-1 


0.0 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


1 7 


0 0 


Dermal 
gamma 




u.u 


Dendritic cells 
none 


100.0 


92.0 


i/Clllldl 

fibroblast IL-4 


0.0 


0.0 


Dendritic cells 
LPS 


24.3 


50.3 


Dermal 

Fibroblasts rest 


0.0 


0.0 


Dendritic cells 
anti-CD40 




jU.O 


Neutrophils 
TNFa+LPS 


U.3 


0.5 


Monocytes rest 


0.3 


0.0 


Neutrophils rest 


3.8 


7.0 


Monocytes LPS 


43.2 


100.0 


Colon 


5.0 


9.0 


Macrophages rest 


1.0 


5.5 


Lung 


4.2 


4.0 


Macrophages LPS 


15.0 


14.0 


Thymus 


0.3 


1.4 


HUVEC none 


0.0 


0.4 


Kidney 


1.4 


0.9 


HUVEC starved 


0.0 


0.7 








CNS_neurodegeneration_vl.O Summary: Ag4345 T 


his panel confirms the 



expression of the CG96637-01 gene at low levels in the brains of an independent group of 
individuals. There is no differential expression of this gene between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. However, this 
5 gene may play a role in other central nervous system disorders such as Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

Ag4081 Results from one experiment with the CG96637-01 gene are not included. 
The amp plot indicates that there were experimental difficulties with this run. 

General_screeningj>anel_vl.4 Summary: Ag4081 Expression of the CG9663 7- 
10 01 gene is low/undetectable (CTs > 35) across all of the samples on this panel (data not 
shown). 

Panel 4.1D Summary: Ag4345 Two experiments with same probe and primer 

sets are in excellent agreement with highest expression of the CG96637-01 gene in 

dentritic cells and LPS treated monocytes (CTs=29.4-30.6). In addition, expression of this 
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gene is stimulated in PHA-L treated PBMC cells, IFN gamma treated HUVEC, and LPS 
treated monocytes. Moderate expression of this gene is also detected in resting 
neutrophils, colon, lung, HPAEC, and dendritic cells. Therefore, therapeutic modulation of 
this gene product may be useful in the treatment of lupus erythematosus, asthma, 
emphysema, Crohn's disease, ulcerative colitis, rheumatoid arthritis, osteoarthritis, and 
psoriasis. 

Ag4081 Expression of the CG96637-01 gene is low/undetectable (CTs > 35) 
across all of the samples on this panel (data not shown). 



10 



Q. CG97274-01: GRANULOCYTE COLONY-STIMULATING 
FACTOR PRECURSOR 

Expression of full length clone CG97274-01 was assessed using the primer-probe 
sets Ag4104 and Ag4120, described in Tables QA and QB. Results of the RTQ-PCR runs 
are shown in Tables QC, QD, QE, QF and QG. 

Table OA . Probe Name Ag4 1 04 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
No 


Forward 


5 ' -agagcaagtgaggaagatcca-3 1 


21 


116 


206 


Probe 


TET-5 ' -caggctgcttgagccaactccatag-3 ' - 
TAMRA 


25 


169 


207 


Reverse 


5 1 -cccctggtagaggaaaagg-3 ' 


19 


197 


208 



15 



Table OB . Probe Name Ag4120 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
No 


Forward 


5 * -agctccctgccccagagctt-3 ' 


20 


81 


209 


Probe 


TKT-5 1 -tgctcaagtgcttagagcaagtgaggaaga- 
3 ' -TAMRA 


30 


103 


210 


Reverse 


5 1 -gcagcctgccagcttctcc-3 ■ 


19 


158 


211 
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Table QC . AI_comprehensive panel__vl.O 



Tissue Name 


Rel. 
Exp.(%) 
Ag4120, 
Run 
211195146 


Rel. 

Exp.(%) 
Ag4120, 
Run 
215538807 


Tissue Name 


Rel. 
Exp.(%) 
Ag4120, 
Run 
211195146 


Rel. 
Exp.(%) 
Ag4120, 
Run 
215538807 


110967 
COPD-F 


0.0 


7.6 


112427 
Match 
Control 
Psoriasis-F 


0.0 


0.0 


110980 
COPD-F 


0 0 

V/.V/ 


0 0 


112418 
Psoriasis-M 


0.0 


0.0 


110968 
COPD-M 


0.0 


0.0 


112723 
Match 
Control 
Psoriasis-M 


0.0 


0.0 


110977 
COPD-M 




0 0 


112419 
Psoriasis-M 


0.0 


12.2 


110989 

Emphysema-F 


0.0 


2.0 


112424 
Match 
Control 
Psoriasis-M 


0.0 


0.0 


110992 

Emphysema-F 


0.0 


0.0 


112420 
Psoriasis-M 


0.0 


0.0 


110993 

Emphysema-F 


0.0 


9.5 


112425 
Match 
Control 
Psoriasis-M 


0.0 


0.0 


110994 

Emphysema-F 


0.0 


0.0 


104689 (MF) 
OA Bone- 
Backus 


0.0 


0.0 


110995 

Emphysema-F 


0.0 


0.0 


104690 (MF) 
Adj "Normal" 
Bone-Backus 


0.0 


0.0 


110996 

Emphysema-F 


0.0 


0.0 


104691 (MF) 
OA 

Synovium- 
Backus 


0.0 


0.0 


110997 
Asthma-M 


0.0 


0.0 


104692 (BA) 
OA Cartilage- 
Backus 


0.0 


0.0 


111001 
Asthma-F 


0.0 


0.0 


104694 (BA) 
OA Bone- 
Backus 


0.0 


0.0 


111002 


0.0 


0.0 104695 (BA) 


0.0 


0.0 
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Asthma-F 






Adj Normal 
Bone-Backus 






111003 Atopic 
Asthma-F 


0.0 


0.0 


104696 (BA) 

r\ a 

KJJ\ 

Synovium- 
Backus 


0.0 


0.0 


111004 Atopic 
Asthma-F 


0.0 


42.3 


OA Bone- 
Backus 


0.0 


0.0 


111005 Atopic 
Asthma-F 


U.KJ 




104701 (SS) 

AA\ ""MVYrtrtnl" 

Bone-Backus 


0 0 


0 0 


111006 Atopic 
Asthma-F 


0.0 


0.0 


104702 (SS) 

Synovium- 
Backus 


0.0 


0.0 


111417 
Allergy-M 


0.0 


2.5 


117093 OA 

Cartilage 

Rep7 


0.0 


0.0 


112347 
Allergy-M 


0.0 


0.0 


112672 OA 
BoneS 


0.0 


0.0 


112349 

Normal Lung- 
F 


0.0 


0.0 


112673 OA 
Synoviums 


0.0 


0.0 


112357 

Normal Lung- v 
F 


0.0 


0.0 


1 izo /4 UA 
Synovial 
Fluid cellsS 


0.0 


0.0 


112354 

Normal Lung- 

A/f 

JLVJL 


11.1 


0.0 


117100 OA 

Cartilage 

Repl4 


0.0 


0.0 


112374 
Crohns-F 


0.0 


0.0 


112756 OA 
Bone9 


0.0 


0.0 


112359 Match 

Control 

Crohns-F 


0.0 


0.0 


112757 OA 
Synovium9 


9.1 


11.8 


112375 
Crohns-F 


0.0 


0.0 


1 1Z/ JO w/-Y 

Synovial 
Fluid Cells9 


0.0 


0.0 


112732 Match 

Control 

Crohns-F 


2.6 


0.0 


117125 RA 

Cartilage 

Rep2 


2.3 


4.1 


112725 
Crohns-M 


0.0 


0.0 


113492 
Bone2 RA 


92.0 


26.1 


112387 Match 
Control 


0 : 0 


0.0 


113493 
Synovium2 


49.3 


48.0 
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Crohns-M 






RA 






112378 
Crohns-M 


0.0 


0.0 


1 1 oyn 
Fluid Cells 
RA 


19.9 


39.5 


112390 Match 
Control 

y-'l UIJULlo-lVl 


0.0 


0.0 


113499 

Cartilage4 

RA 


34.4 


34.6 


112726 
Crohns-M 


14.8 


11.9 


113500 
Bone4 RA 


100.0 


41.2 


112731 Match 

Control 

Crohns-M 


0.0 


2.1 


i i ^^ni 
i ijj>\ji 

Synovium4 

RA 


50.0 


34.2 


112380 Ulcer 
Col-F 


0.0 


0.0 


1 1 OCA') Qxrrt 

Fluid Cells4 
RA 


26.8 


42.9 


112734 Match 
Control Ulcer 


0.0 


0.0 


113495 

Cartilage3 

RA 


41.5 j 


26.4 


112384 Ulcer 
Col-F 


0.0 


0.0 


113496 
Bone3 RA 


48.0 


38.7 


1 12737 Match 
Control Ulcer 
Col-F 


2.5 


16.3 


111/1 C\H 

l li4y / 

Synovium3 

RA 


33.9 


33.2 


112386 Ulcer 
Col-F 


0.0 


A A 


113498 Syn 
RA 




J.UU.U 


112738 Match 
Control Ulcer 
Col-F 


28.9 


4.0 


117106 
fNormai 
Cartilage 
Rep20 


0.0 


0.0 


112381 Ulcer 
Col-M 


4.6 


0.0 


1 I JooJ 

Bone3 

Normal 


0.0 


0.0 


112735 Match 
Control Ulcer 
Col-M 


0.0 


0.0 


Synovium3 
Normal 


0.0 


0.0 


112382 Ulcer 
Col-M 


rt a 


c\ n 
U.U 


113665 Syn 
riuiQ ^eiiso 
Normal 


0 0 

\J.\J 


0 0 


112394 Match 
Control Ulcer 
Col-M 


0.0 


0.0 


117107 
Normal 
Cartilage 
Rep22 


0.0 


0.0 


112383 Ulcer 
Col-M 


0.0 


0.0 


113667 
Bone4 


0.0 


0.0 
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Normal 






li^/JO 1VUIIU1 

Control Ulcer 
Col-M 


0.0 


0.0 


1 1 3668 

Synovium4 

Normal 


0.0 


0.0 


112423 
Psoriasis-F 


28.9 


10.6 


113669 Syn 
Fluid Cells4 
Normal 


0.0 


0.0 
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Table QD . General_screening_panel_vl.4 



Tissue Name 


Rel. 
Exp.(%) 
Ag4120, 
Kun 
213323520 


Rel. 
Exp.(%) 
Ag4120, 

T> VMM 

Kun 
222181955 


Tissue Name 


ReL 
Exp.(%) 
Ag4120, 

iviiri 
213323520 


Rel. 
Exp.(%) 
Ag4120, 

XV II 11 

222181955 


Adipose 




ID. / 


ivenai ca. ijv-iu 






Melanoma* 
Hso88(A).I 


0.0 


0.0 


Bladder 


0.3 


0.0 


Melanoma* 
Hsooo(13). i 


0.0 


0.0 


Gastric ca. (liver 

m <>t \ 7\jn "NTR7 


0.0 


0.0 


Melanoma* 
M14 


0.0 


0.0 


Gastric ca. 
KATO III 


0.0 


0.0 


Melanoma* 
LOXIMVI 


31.9 


35.4 


Colon ca. SW- 
948 


0.0 


0.0 


Melanoma* 
SK-MEL-5 


0.0 


0.0 


Colon ca. 
SW480 


0.0 


0.0 


Squamous 
cell 

carcinoma 
SCC-4 


0.4 


0.3 


Colon ca.* 
(SW480 met) 
SW620 


0.0 


0.0 


Testis Pool 


0.0 


0.0 


Colon ca. HT29 


0.0 


0.0 


Prostate ca.* 
(bone met) 
PC-3 


0.0 


0.6 


Colon ca. HCT- 
116 


0.0 


0.0 


Prostate Pool 


0.0 


0.0 


Colon ca. CaCo- 
z 


0.0 


0.0 


Placenta 


0.0 


0.0 


Colon cancer 
tissue 


1.1 


0.4 


Uterus Pool 


0.0 


0.0 


Colon ca. 

oWlllO 


0.0 


0.0 


Ovarian ca. 


0.0 


0.0 


Colon ca. Colo- 


0.0 


0.0 


Ovarian ca. 

oiv-vJ V - J 


0.1 


0.0 


Colon ca. SW- 


0.0 


0.0 


Ovarian ca. 
U V LAK-4 


0.0 


0.0 


Colon Pool 


0.0 


0.0 


Ovarian pa 
vy v cut lcxxi wci. 

OVCAR-5 


0.0 


0.0 


Small Intestine 
Pool 


0.0 


0.0 


Ovarian ca. 
IGROV-1 


0.0 


0.0 


Stomach Pool 


0.8 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


0.0 


Bone Marrow 
Pool 


0.0 


0.0 


Ovary 


0.0 


0.0 Fetal Heart 


0.0 


0.0 
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Breast ca. 
Mtr-/ 


0.0 


0.0 


Heart Pool 


0.0 


0.0 


Breast ca. 

iYlL//\«-iVXr> - 

231 


0 0 

w.v/ 


0 0 


Lymph Node 
Pool 


0.0 


0.0 


r>reasi ca. J3 x 
549 


0.0 


0.0 


Fetal Skeletal 

1. Willi UiVVlV IU1 

Muscle 


0.0 


0.0 


Breast ca. 
T47D 


0.0 


0.0 


Skeletal Muscle 
Pool 


1.4 


0.5 


tsreast ca. 
MDA-N 


0.0 


0.0 


Spleen Pool 


0.0 


0.0 


Breast Pool 


0.0 


0.0 


Thymus Pool 


0.0 


0.0 


Trachea 


0.7 


1.3 


CNS cancer 
(glio/astro) U87- 
MG 


100.0 


100.0 


Lung 


0.0 


0.0 


CNS cancer 
(glio/astro) U- 
1 1 R-MG 

1 X O 1V1VJ 


0.0 


0.0 


retai JLung 




19 4. 


CNS cancer 

( n f*i ito * m ft^ f\TC - 

N-AS 


0.0 


0.0 


Lung ca. 
NCI-N417 


0.0 


0.0 


(astro) SF-539 


0.0 


0.0 


JLung ca. JLvv- 
1 


0.0 


0.0 


(astro) SNB-75 


0.0 


0.0 


Lung ca. 


0.0 


0.0 


CNS cancer 
(<y\\a) SNB-19 


0.0 


0.0 


Lung ca. 

cup nn 


0.0 


0.9 


CNS cancer 
telio"* SF-295 


0.2 


0.0 


Lung ca. 
A549 


0 1 

V/. 1 


0 0 


Brain 

f AtTWCrrlsilai 

\T\.XXXj ^ » 1 CI J 

Pool 


0.2 


0.6 


Lung ca. 

MPT 

IN JL-X1 ^ ^ V> 


0.0 


0.0 


Brain 

f cerehelliini^ 

\ vvi Vlyvil lull / 


0.2 


0.3 


Lung ca. 

r> v^x xxz*d 


0.1 


0.0 


Brain (fetal) 


0.3 


0.0 


Lung ca. 
NCI-H460 


0.0 


0.0 


Brain 

(Hippocampus) 
Pool 


0.8 


1.1 


Lung ca. 
HOP-62 


0.0 


0.0 


Cerebral Cortex 
Pool 


0.2 


u. / 


Lung ca. 
NCI-H522 


0.0 


0.0 


Brain 

(Substantia 
nigra) Pool 


1.1 


0.0 


Liver 


0.0 


0.0 


Brain 


0.9 


0.4 
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(Thalamus) Pool J 




Fetal Liver 


0.0 


0.0 


Brain (whole) 


0.3 


0.0 


Liver ca. 
HepG2 


0.0 


0.0 


Sninfil f^nrfl 

Pool 


1.6 


1.4 


Kidney Pool 


6.1 


0.0 


AUJ did J. VJJLCU.1U. 


0 7 


0.0 


Fetal Kidney 


0.0 


0.0 


Pituitary gland 


0.2 


0.0 


Renal ca 
786-0 


0.0 


0.0 


Salivary Gland 


0.0 


0.0 


Renal ca. 
A498 


0.0 


0.0 


Thyroid 
(female) 


0.3 


0.0 


Renal ca. 
ACHN 


0.0 


0.0 


Pancreatic ca. 
CAPAN2 


0.0 


0.0 


Renal ca. 
UO-31 


0.0 


0.0 


Pancreas Pool 


0.0 


0.0 



406 



WO 02/090568 



PCT/US02/14341 



Table OB . Panel 2.2 



Tissue Name 


Rel. Exp.(%) 
Ag4120, Run 
173768884 


Tissue Name 


Kel. bxp.^ /o) 
Ag4120, Run 
173768884 


Normal Colon 


0.0 


Kidney Margin 
(OD04348) 


0.0 


Colon cancer 
(OD06064) 


5.5 


Kidney malignant 
cancer (OD06204B) 


0.0 


Colon Margin 
(OD06064) 


0.0 


Kidney normal 
adjacent tissue 


0.0 


Colon cancer 
(JDuo 1 oy) 


0.0 


Kidney Cancer 
fnr>04450-01^ 


0.0 


Colon Margin 
(OD06159) 


0.0 


Kidney Margin 


0.0 


Colon cancer 
(OD06297-04) 


0.0 


Kidney Cancer . 


0.0 


Colon Margin 
(OD06297-05) 


0.0 


Kidney Margin 
oi on/ci a 


0.0 


CC Gr.2 ascend colon 
(OD03921) 


0.0 


Kidney Cancer 

y\J IsJdZU 


0.0 


CC Margin 
(OD03921) 


5.9 


Kidney Margin 

001 0^91 


0.0 


Colon cancer 
metastasis (UJJUo i U4; 


0.0 


Kidney Cancer 
R 170607 

O X jL\J\J\J 1 


0.0 


Lung Margin 
(OD06104) 


0.0 


Tif i r1n^"\r A/fo-rorin 

jvicincy ivi<xT^ni 

8120608 


0.0 


Colon mets to lung 
(OD04451-01) 


0.0 


Normal Uterus 


0.0 


Lung Margin 
(OD04451-02) 


40.3 


LCI JH1C V^-dilV^V^I 

064011 


9.5 


JNormal rrostate 


ft ft 


TvJorm 1 TTivrnid 


0.0 


Prostate Cancer 


0.0 


Thyroid Cancer 
064010 


0.0 


Prostate Margin 

fC\T\C\AA 1 (X\ 
1 \J) 


0.0 


Thyroid Cancer 
A^021 52 


0.0 


Normal Ovary 


0.0 


Thyroid Margin 
A302153 


0.0 


Ovarian cancer 
(OD06283-03) 


0.0 


Normal Breast 


0.0 


Ovarian Margin 
(OD06283-07) 


0.0 


Breast Cancer 
(OD04566) 


0.0 


Ovarian Cancer 
064008 


0.0 


Breast Cancer 1024 


0.0 
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Ovarian cancer 


0.0 


Breast Cancer 
[OD04590-01) 


0.0 


Ovarian Margin 
fOD06145> 


0.0 


Breast Cancer Mets 
(OD04590-03) 


0.0 


Ovarian cancer 
(OD06455-03) 


0.0 


Breast Cancer 

Metastasis 

(OD04655-05) 


11.0 


Ovarian Margin 
(OD06455-07) 


23.8 


Breast Cancer 064006 


0.0 


Normal Lung 


5.8 


Breast Cancer 
9100266 


0.0 


Invasive poor diff. 

x LUJLcp auvixv/ 

(ODO4945-01 


0.0 


Breast Margin 
9100265 


0.0 


/nnc? ^/Tarf?in 
(ODO4945-03) 


100.0 


Breast Cancer 
A209073 


0.0 


iino A/fa lion ant 

Cancer (OD03 126) 


0.0 


Breast Margin 
A2090734 


0.0 


T /line* A/farffin 

(OD03126) 


93.3 


Breast cancer 
(OD06083) 


0.0 


T una Panrpf 

(OD05014A) 


0.0 


Breast cancer node 
metastasis (OD06083) 


0.0 


Lhtip IVTarfnn 
(OD05014B) 


5.0 


Normal Liver 


0.0 


Lunf? cancer 
(OD06081) 


0.0 


Liver Cancer 1026 


5.4 


Lim*? Margin 

X— / 14-AXg, J.VJ.C4-J. gill 

(OD06081) 


0.0 


Liver Cancer 1025 


0.0 


Lun*? Cancer 
(OD04237-01) 


0.0 


Liver Cancer 6004-T 


0.0 


Lune: Marein 
(OD04237-02) 


77.4 


Liver Tissue 6004-N 


0.0 


Ocular Melanoma 
Metastasis 


0.0 


Liver Cancer 6005-T 


5.8 


Ocular Melanoma 
Margin (Liver) 


a n 
u.u 


jLfiver l ibbtic ouuJ-iN 


0 0 


Melanoma Metastasis 


0.0 


Liver Cancer 064003 


0.0 


Melanoma Margin 
(Lung) 


4.5 


Normal Bladder 


0.0 


Normal Kidney 


0.0 


Bladder Cancer 1023 


0.0 


Kidney Ca, Nuclear 
grade 2 (OD04338) 


3.6 


Bladder Cancer 
A302173 


6.4 


Kidney Margin 
(OD04338) 


0.0 


Normal Stomach 


6.8 
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Kidney Ca Nuclear 
grade 1/2 (OD04339) 


0.0 


Gastric Cancer 
9060397 


0.0 


Kidney Margin 
(OD04339) 


0.0 


Stomach Margin 
9060396 


0.0 


Kidney Ca 3 Clear cell 
type (OD04340) 




Gastric Cancer 
9060395 


3 7 


Kidney Margin 
(OD04340) 


0.0 


Stomach Margin 
9060394 


1.8 


Kidney Ca, Nuclear 
grade 3 (OD04348) 


0.0 


Gastric Cancer 
064005 


5.8 
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Table OF , Panel 3D 



Tissue Name 


Rel. Exp.(%) 
Ag4120, Run 
184565476 


Tissue Name 


Rel. Exp.(%) 
Ag4120, Run 
184565476 


Daoy- 

Medulloblastoma 


0.0 


Ca Ski- Cervical 
epidermoid carcinoma 
(metastasis) 


0.0 


TE671- 

Medulloblastoma 


0.0 


ES-2- Ovarian clear cell 
carcinoma 


0.0 


D283 Med- 
ivieuuno Diasioma 


0.0 


Ramos- Stimulated with 
PMA/ionomycin 6h 


0.0 


Neuroectodermal 


0.0 


Kamos- Stimulated with 
PMA/ionomycin 14h 


0.0 


XF-498- CNS 


0.0 


MEG-01- Chronic 
myelogenous leukemia 
(megokaryoblast) 


0.0 


SNB-78- Glioma 


0.0 


Raji- Burkitt's lymphoma 


0.0 


or 1 -zoo- vjrlioDJastoma 


A A 

0.0 


Daudi- Burkitt's lymphoma 


0.0 


i Vow- ijriioDiastoma 


A A 
0.0 


U266- B-cell plasmacytoma! 0.0 


oxv-lN-ori- 

Neuroblastoma 
(metastasis) 


0.0 


CA46- Burkitt's lymphoma 


0.0 


SF-295- Glioblastoma 


0.0 


RL- non-Hodgkin's B-cell 
lymphoma 


0.0 


i^ere Denum 


U.U 


JM1- pre-B-cell lymphoma 


0.0 


Cerebellum 


0.0 


Jurkat- T cell leukemia 


0.0 


NCI-H292- 
Mucoepidermoid lung 

Cell. ClIlUIIlcl 


0.0 


TF-1- Erythroleukemia 


0.0 


DMS-114- Small cell 

limn pqh/^oi* 

lung Cancer 


0.0 


HUT 78- T-cell lymphoma 


0.0 


DMS-79- Small cell 

lUilg CcUlCCT 


0.0 


U937- Histiocytic 
lymphoma 


0.0 


NCI-H146- Small cell 

Inner ponppr 
IlUl££, Ccu.IL.CI 


0.0 


KU-812- Myelogenous 
leukemia 


0.0 


NCI-H526- Small cell 
lung cancer 


0.0 


769-P- Clear cell renal 
carcinoma 


0.0 


in^i-inhi /- omaii ceil 
lung cancer 


0.0 


Caki-2- Clear cell renal 
carcinoma 


0.0 


NCI-H82- Small cell 
lung cancer 


0.0 


SW 839- Clear cell renal 
carcinoma 


0.0 


NCI-HI 57- Squamous 
cell lung cancer 
(metastasis) 


0.0 


G401- Wilms' tumor 


0.0 
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NCI-H1155- Large cell 
img cancer 


0.0 


Hs766T- Pancreatic 
carcinoma (LN metastasis) 


0.0 


NCI-H1299- Large cell 
lung cancer 


0.0 


CAPAN-1- Pancreatic 
adenocarcinoma (liver 
metastasis) 


0.0 


NCI-H727- Lung 
carcinoid 


0.0 


SU86.86- Pancreatic 
carcinoma (liver metastasis) 


0.0 


NCI-UMC-1 1- Lung 
carcinoid 


0.0 


BxPC-3- Pancreatic 
adenocarcinoma 


0.0 


LX- 1 - Small cell lune 
cancer 


0.0 


HP AC- Pancreatic 
adenocarcinoma 


0.0 


Colo-205- Colon 
cancer 


0.0 


MIA PaCa-2- Pancreatic 
carcinoma 


0.0 


KM 12- Colon cancer 


0.0 


CFPAC-1- Pancreatic 
ductal adenocarcinoma 


0.0 


KM20L2- Colon cancer 


0.0 


PANC-1- Pancreatic 
epithelioid ductal 
carcinoma 


0.0 


NCT-H716- Colon 
cancer 


0.0 


T24- Bladder carcinma 
(transitional cell) 


0.0 


SW-4R- Colon 
adenocarcinoma 


0.0 


5637- Bladder carcinoma 


100.0 


SW1116- Colon 
adenocarcinoma 


0.0 


HT-1197- Bladder 
carcinoma 


0.0 


LS 174T- Colon 
adenocarcinoma 


0.0 


UM-UC-3- Bladder 
carcinma (transitional cell) 


0.0 


SW-948- Colon 
adenocarcinoma 


0.0 


A204- Rhabdomyosarcoma 


0.0 


SW-480- Colon 
adenocarcinoma 


0.0 


HT-1080- Fibrosarcoma 


0.0 


NCI-SNU-5- Gastric 
carcinoma 


0.0 


MG-63- Osteosarcoma 


0.0 


KATO III- Gastric 
carcinoma 


0.0 


SK-LMS-1- 

Leiomyosarcoma (vulva) 


0.0 


NCI-SNU-1 6- Gastric 
carcinoma 


0.0 


SJRH30- 

Rhabdomyosarcoma (met 
to bone marrow) 


0.0 


NCI-SNU-1- Gastric 
carcinoma 


0.0 


A431- Epidermoid 
carcinoma 


0.0 


RF-1- Gastric 
adenocarcinoma 


0.0 


WM266-4- Melanoma 


0.0 


RF-48- Gastric 
adenocarcinoma 


0.0 


DU 145- Prostate 
carcinoma (brain 
metastasis) 


0.0 
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MKN-45- Gastric 
carcinoma 


0.0 


MDA-MB-468- Breast 
adenocarcinoma 


0.0 


NCI-N87- Gastric 
carcinoma 


0.0 


SCC-4- Squamous cell 
carcinoma of tongue 


0.0 


OVCAR-5- Ovarian 
carcinoma 


0.0 


SCC-9- Squamous cell 
carcinoma of tongue 


0.0 


RL95-2- Uterine 
carcinoma 


0.0 


SCO 15- Squamous cell 
carcinoma of tongue 


0.0 


HelaS3- Cervical 
adenocarcinoma 


0.0 


CAL 27- Squamous cell 
carcinoma of tongue 


0.0 
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Table OG . Panel 4.1D 



Tissue 
Name 


Rel. 
Exp.(%) 
Ag4104, 
Run 
172384092 


Rel. Exp.(%) 
Ag4120, Run 
172792551 


ReL 
Exp.(%) 
Ag4120, 
Run 
173064519 


Tissue 
Name 


Rel. 
Exp.(%) 

r \ ' / 

Ag4104, 
Run 
172384092 


Rel. 
Exp.(%) 
Ag4120, 
Run 
172792551 


Rel. 

EXD.f%) 

Ag4120, 
Run 
173064519 


Secondary 
Thl act 


0.0 


0.0 


0.0 


HUVEC 
IL-lbeta 


26.4 


67.4 


23.5 


Secondary 
Th2 act 


0.0 


0.0 


0.0 


HUVEC 

IFN 

gamma 


0.6 


0.0 


0.0 


Secondary 
Trl act 


0.0 


0.0 


0.0 


HUVEC 
TNF alpha 
+ IFN 
gamma 


0.0 


2.0 


0.0 


Secondary 
Thl rest 


0.0 


0.0 


0.0 


HUVEC 
TNF alpha 
+ IL4 


0.5 


1.1 


0.0 


Secondary 
Th2 rest 


0.0 


0.0 


0.0 


HUVEC 
IL-11 


0.0 


0.0 


0.0 


Secondary 
Trl rest 


0.0 


0.0 


0.0 


Lung 
Microvasc 
ular EC 
none 


0.5 


0.0 


0.0 


Primary Thl 
act 


0.0 


0.0 


0.0 


Lung 
Microvasc 
ular EC 
TNFalpha 
+ IL-lbeta 


29.7 


15.1 


7.1 


Primary Th2 
act 


0.0 


0.0 


0.0 


Microvasc 
ular 

Dermal EC 
none 


2.4 


1.2 


0.0 


Primary Trl 
act 


0.0 


0.0 


0.0 


lvncrosvas 
ular 

Dermal EC 
TNFalpha 
+ IL-lbeta 


29.3 


26.8 


5.6 


Primary Thl 
rest 


0.0 


0.0 


0.0 


Bronchial 
epithelium 
TNFalpha 
+ ILlbeta 


3.0 


2.2 


0.0 


Primary Th2 
rest 


0.0 


0.0 


0.0 


olllali 

airway 

epithelium 

none 


1.9 


0.0 


0.0 


Primary Trl 
rest 


0.0 


0.0 


0.0 


Small 
airway 
epithelium 
TNFalpha 
+ IL-lbeta 


7.4 


4.8 


0.0 


CD45RA 
CD4 

lymphocyte 


0.1 


0.0 


0.0 


Coronery 
artery 
SMC rest 


33.0 


29.3 


6.6 
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act 






I 






CD45RO 
CD4 

lymphocyte 
act 


0.0 


0.0 


0.0 


Coronery 
artery 
SMC 
TNFalpha 
+ IL-lbeta 


100.0 


40.6 


81.8 


CDS 

lymphocyte 
act 


0.0 


0.0 


0.0 


Astrocytes 
rest 


0.1 


0.0 


0.0 


Secondary 
CD8 

lymphocyte 
rest 


0.0 


0.0 


0.0 


Astrocytes 
TNFalpha 
+ IL-lbeta 


1.0 


0.0 


0.0 


Secondary 
CD8 

lymphocyte 
act 


0.0 


0.0 


0.0 


KU-812 

(Basophil) 

rest 


0.3 


0.0 


0.0 


CD4 

lymphocyte 
none 


0.0 


0.0 


0.0 


KU-812 
(Basophil) 
PMA/iono 
mycin 


0.0 


0.0 


0.0 


2ry 

Thl/Th2/Tr 
1 anti- 
CD95 CH11 


0.0 


0.0 


0.0 


CCD 1 1 Uo 

(Keratinoc 
ytes) none 


3.0 


2.1 

" « 


0.0 


LAK cells 
rest 




0.0 


0.0 


CCD 1106 
(Keratinoc 
ytes) 

TNFalpha 


1.5 


3.8 


4.6 


T AT<T rellq 
IL-2 


0.0 


0.0 


0.0 


Liver 
cirrnosis 


0.0 


0.0 


1.5 


IL-2-HL-12 


0.0 


0.0 


0.0 


NCI-H292 
none 


0.0 


1.5 


0.0 


LAK cells 

Ll^j ' 11 1* 

gamma 


0 0 


0.0 


0.0 


NCI-H292 
IL-4 


0.0 


0.0 


0.0 


LAK cells 
TT -94- TT -18 


0.0 


0.0 


0.0 


NCI-H292 
IL-9 


0.2 


0.6 


0.0 


LAK cells 
P1VT A I\ nn nm 
ycin 


0.0 


0.0 


0.0 


NCI-H292 
IL-13 


1.5 


1.7 


3.4 


NK Cells 
IL-2 rest 


0.0 


0.0 


0.0 


NCI-H292 

WH 

gamma 


0.0 


1.9 


0.0 


Two Way 
MLR 3 day 


0.0 


0.0 


0.0 


HPAEC 
none 


0.4 


6.7 


1.9 


Two Way 
MLR 5 day 


0.0 


0.0 


0.0 


HPAEC 
TNF alpha 
+ IL-1 beta 


82.9 


100.0 


71.2 


Two Way 
MLR 7 day 


0.0 


0.0 


0.0 


Lung 

fibroblast 

none 


0.0 


1.4 


0.0 


PBMC rest 


0.0 


0.0 


0.0 


Lung 


44.1 


35.4 


14.4 
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1 


fibroblast 
rNF alpha 
4- IL-1 beta 








PBMC 
PWM 


2.1 


5.5 


0.0 


Lung 

fibroblast 

IL-4 


0.0 


0.0 


0.0 


PBMC 
PHA-L 


0.3 


1.2 


0.0 


Lung 

fibroblast 

IL-9 


0.0 


0.0 


0.0 


Ramos (B 
cell) none 


0.0 


0.0 


0.0 


Lung 
fibroblast 
IL-1 3 


0.0 


0.0 


0.0 


Ramos (B 
cell) 

ionomycin 


0.0 


0.0 


0.0 


Lung 

IIDiUOlabl 

IFN 
gamma 


0.0 


0.0 


0.0 


B 

lymphocytes 
PWM 


0.0 


0.0 


0.0 


Dermal 
iiuroDiasi 
CCD1070 
rest 


0.0 


1.2 


0.0 


B 

lymphocytes 
CD40L and 
IL-4 


0.2 


0.0 


0.0 


Dermal 
fibroblast 
CCD 1070 
TNF alpha 


0.2 


2.4 


0.0 


EOL-1 
dbcAMP 


0.0 


0.0 


0.0 


Dermal 
fibroblast 
CCD1070 
IL-1 beta 


99.3 


51.4 


100.0 


EOL-1 
dbcAMP 
PMA/ionom 
ycin 


0.0 


0.0 


0.0 


Dermal 
fibroblast 
IFN 
gamma 


0.5 


2.6 


5.5 


Dendritic 
cells none 


0.0 


0.0 


0.0 


Dermal 

fibroblast 

IL-4 


0.0 


0.4 


2.4 


Dendritic 
cells LPS 


0.0 


0.0 


0.0 


xJt-l iTld.1 

Fibroblasts 
rest 


0.0 


0.0 


0.0 


Dendritic 
cells anti- 
CD40 


0.0 


0.0 


0.0 


Neutrophil 

s 

TNFa+LP 
S 


1.2 


4.5 


2.6 


Monocytes 
rest 


0.0 


0.0 


0.0 


Neutrophil 
s rest 


0.1 


0.0 


0.0 


Monocytes 
LPS 


54.3 


35.4 


39.2 


Colon 


0.0 


2.0 


0.0 


Macrophage 
srest 


0.0 


0.0 


0.0 


Lung 


0.4 


0.0 


1.3 


Macrophage 
sLPS 


6.0 


3.8 


2.4 


Thymus 


0.0 


2.3 


0.0 


HUVEC 
none 


0.6 


0.0 


0.0 


Kidney 


0.0 


7.5 


1.6 


HUVEC 
starved 


0.9 


....... 

0.0 


0.0 
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AI_comprehensive panel__vl.O Summary: Ag4120 Two experiments with the 
same probe and primer show results that are in excellent agreement. Highest expression of 
the CG97274-01 is seen in samples derived from synovium of RA patients (CTs=33.4- 
33.5). In contrast, transcripts of variant CG97274-04 are produced at lower levels and in 
f ewer tissue samples from RA patients. This shows disease tissue specific expression of 
this gene variant and distinguishes the expression pattern of CG97274-01 and CG97274- 
04. Results from a third experiment swith the same probe and primer show 
low/undetectable levels of expression (CTs>35) and are not included. 

CNS_neurodegeneration_vl.O Summary: Ag4120 Expression of the CG97274- 
01 gene is low/undetectable in all samples on this panel (CTs>35). (Data not shown.) A 
third experiment with the probe and primer set Ag4104 is not included. The amp plot 
indicates that there were experimental difficulties with this run. 

General_screeningjpanel_vl.4 Summary: Ag4120 Two experiments with the 
same probe and primer produce results that are in excellent agreement. Highest expression 
of the CG97274-01 gene is seen in a brain cancer cell line (CT=29-31.6) with significant 
expression also seen in a melanoma cell line. Thus, expression of this gene could be used 
to differentiate between these samples and other samples on this panel and as a marker to 
detect the presence of brain and melanoma cancers. Furthermore, therapeutic modulation 
of the expression or function of this gene may be effective in the treatment of these 
cancers. 

This gene is also expressed at moderate to low levels in adipose and fetal lung. In 
comparison, CG97274-04 is expressed at significant levels only in the cancer cell lines. 

Panel 2.2 Summary: Ag4120 Expression of the CG97274-01 gene is restricted to 
samples derived from normal lung tissue (CTs=34). Thus, expression of this gene could be 
used to differentiate between these samples and other samples on this panel and as a 
marker of lung tissue. Furthermore, therapeutic modulation of the expression or function 
of this gene may be effective in the treatment of lung cancer. 

Panel 3D Summary: Ag4120 Expression of the CG97274-01 gene is restricted to 
a sample derived from a bladder cancer cell line (CT=33.2). Thus, expression of this gene 
could be used to differentiate between this sample and other samples on this panel and as a 
marker to detect the presence of bladder cancer. Furthermore, therapeutic modulation of 
the expression or function of this gene may be effective in the treatment of bladder cancer. 
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Panel 4.1D Summary: Ag4120 Three experiments with the same probe and 
primer set produce results that are in very good agreement. Highest expression of the 
CG97274-01 gene is seen in TNF-alpha and IL-1 beta treated coronary artery SMCs and 
HPAECs (CTs=29.4-31.7) and IL-1 beta treated dermal fibroblasts (CT=33). The 
5 transcript is also induced in microvascular dermal endothelial cells, and lung 

microvascular endothelial cells and LPS treated monocytes. Antibody therapeutics 
designed against the protein encoded by the CG97274-01 gene may reduce or inhibit 
inflammation or the tissue damage that results from inflammatory processes by blocking 
the function of this protein, a putative member of the granulocytes colony stimulating 

10 factor family. Members of this family have been shown to promote survival, proliferation 
and terminal differentiation of granulocyte precursors (Metcalf, D. Science 229: 16-22, 
1985. Souza LM, Science 1986 Apr 4;232(4746):61-5). Treatment with G-CSF protein 
also induces allergic reactions (Sullivan AK, Int J STD AIDS 1997 Feb;8(2): 135-6. Glass 
LF, J Am Acad Dermatol 1996 Mar;34(3):455-9). Thus, the CG97274-01 gene product 

15 may have similar functions as G-CSF in hematopoiesis and distinct functions in 

autoimmune disorders such as rheumatoid arthritis. Based on the expression profile of the 
CG97274-01 gene and on the known function of G-CSF, blocking the biological activity 
of this protein with antibody therapeutics may reduce granulocyte participation in 
diseases, particularly rheumatoid arthritis (based on expression in the A/I panel) and in 

20 asthma, emphysema, allergy and other inflammatory conditions (based on panel 4.1). In 
addition, protein therapeutics could also be designed with the protein encoded for by 
CG97274-01. The protein could be inhibitory and block G-CSF interactions with the G- 
CSF receptor^nd serve as an antagonistic protein therapeutic to block the specific 
functions of G-CSF. The protein encoded by the CG97274-01 gene could also serve as an 

25 agonistic protein therapeutic if it utilizes the GCSF receptor and functions similarly to 
clinically utilized forms of G-CSF. Thus, it may play an important role in restoring 
myelopoiesis after immunomodulatory treatments such as chemotherapy for cancer and 
bone marrow transplant or in stimulating myelopoiesis in neutropenic disorders (Weaver 
C, Bone Marrow Transplant 2001 May;27 Suppl 2:S23-9 Dale DC, Stem Cells 1995 

30 Mar;13(2):94-100). Alternatively, based on expression in Panel 1 .4 this gene product may 
have a unique receptor and have agonistic protein therapeutic functions distinct from 
CG97274-04, such as promoting lung development. 
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Panel 5D Summary: Ag4120 Expression of the CG97274-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

Panel CNS_1 Summary: Ag4120 Expression of the CG97274-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

5 R. CG97274-04: Granulocyte colony-stimulating factor precursor (G- 

CSF3) 

Expression of gene CG97274-04 was assessed using the primer-probe set Ag4124, 
described in Table RA. Results of the RTQ-PCR runs are shown in Tables RB, RC and 
RD. 

10 Table RA . Probe Name Ag4124 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
No" 


Forward 


5 ■ -agctggtgagtgagtgtgcc-3 ' 


20 


371 


212 


Probe 


TET-5 ' -tgccaccccgaggagctg-3 ' - 
TAMRA 


18 


403 


213 


Reverse 


5 ' -atgcccagagagtgtccgag-3 ' 


20 | 


427 


214 
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Table RB . Generai_screening__panel_yl.4 



Tissue Name 


Rel. Exp.(%) 
212717374 


i issue iName 


Rel. Exp.(%) 

A nd~t 7 A Pun 
Ag'tX^'f, iVUu 

212717374 


Adipose 


0.0 


Renal ca. TK- 10 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


vjasunc ta. viiver iiici.y 
NCI-N87 


0.0 


Melanoma* M14 


a a 


n oc + n V ^.r, FATA TTT 

oastnc ca. ssj\ i \J iii 


n ft 


Melanoma* 
LOXIMVI 


25.7 


Colon ca. SW-948 

, _ 


0.0 

_ 


Melanoma^ bJv- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


Snuamou^ cell 
carcinoma SCC-4 


0.0 


Colon ca.* (SW480 
met) SW620 


0.0 


Testis Pool 


6.6 


Colon ca. HT29 


0.0 


Prn Qtatp cfi * rhnnp 

met) PC-3 


0.3 


Colon ca.HCT-1 16 


0.0 


Prrwtatf* Pool 


0.0 


Colon ca CaCo-2 


0.0 


Placenta 


0.0 


Colon cancer tissue 


1.7 


Uterus rooi 


A A 

u.u 


uoion ca. owiiio 


A A 

u.u 


Ovarian ca. 

r\\ ad i 
OVLAK-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK- 
UV-j 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
U V LAK-4 


0.0 


Colon Pool 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. 
IGROV-1 


0.0 


Stomach Pool 


0.3 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.0 


Breast ca. MCF-7 


0.0 


Heart Pool 


0.0 


Breast ca. MD A- 
MB-231 




Ljy iiiyii inuuc ruui 


0 0 


Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.7 


Breast ca. MDA-N 


0.0 


Spleen Pool 


0.2 


Breast Pool 


0.0 


Thymus Pool 


0.0 


Trachea 


0.8 


CNS cancer 


100.0 
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(glio/astro) U87-MG j 


Lung { 


v.i) 


CNS cancer 
(glio/astro) U- 118- 
MG 


0.2 


Fetal Lung 


1.2 


CNS cancer 
(neuro;met) bK-N-AS 


0.0 


Lung ca. JNCJL- 
N417 


0.0 


CNS cancer (astro) 
SF-539 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


Lung ca. NCl- 
H146 


0.0 


CNS cancer (glio) 
SNB-19 


0.0 


Lung ca. SHP-77 


0.0 


CNS cancer (glio) SF- 
295 


0.0 


Lung ca. A549 


0.0 


Bram (Amygdala) 
Jrooi 


0.0 


T liner ^NTf^T- 

H526 


-— - - -— - 

0.0 


Brain (cerebellum) 


0.2 


T una ra NCT-W^ 


0 0 


Brain (fetal) 


0.2 


Lung ca. NCI- 


0.0 


Brain (Hippocampus) 

JT^OOl 


0.4 


T lino ra 


0 0 


v^ercDrdi x^uricx ruoi 




T nncj r>pi TsJf^T- 

H522 


0.0 


iDld-in. ^oUUblculllci 

nigra) Pool 


0.7 


Liver 


0.0 


Brain (Thalamus) 
Pool 


0.2 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


0.3 


Kidney Pool 


0.0 


Adrenal Gland 


0.0 


Fetal Kidney _ 


0.0 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. 
CAPAN2 


0.0 


Renal ca. UO-31 


0.0 


Pancreas Pool 


0.0 
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Table RC . Panel 3D 



Tissue Name 


Rel. Exp.(%) 
Ag4124, Run 
190820030 


Tissue Name 


Rel. Exp.(%) 
Ag4124, Run 
190820030 


Daoy- 

Medulloblastoma 


0.0 


Ca Ski- Cervical 
epidermoid carcinoma 
(metastasis) 


0.0 


TE671- 

Medulloblastoma 


0.0 


ES-2- Ovarian clear cell 
carcinoma 


0.0 


D283 Med- 
Medulloblastoma 


0.0 


Ramos- Stimulated with 
PMA/ionomycin oh 


0.0 


Jr r o Jv- 1 - Jrrimitive 
Neuroectodermal 


0.0 


Ramos- Stimulated with 

PTV/f A /inTintT»vr»in 1 A\-% 
jrivx^v/iv/ii<Jiiiyciii It-ii 


0.0 


XF-498- CNS 


0.0 


MEG-01- Chronic 
myelogenous leukemia 
^iiicguivaryoDiasi ) 


0.0 


SNB-78- Glioma 


0.0 


Raji- Burkitt's lymphoma 


0.0 


or -zoo- Cjlioblastoma 


0.0 


Daudi- Burkitt's lymphoma 


0.0 


1 98(jr- Glioblastoma 


0.0 


U266- B-cell plasmacytoma 


0.0 


O T/~ XT CTT 

Neuroblastoma 
(metastasis) 


0.0 


CA46- Burkitt's lymphoma 


0.0 


SF-295- Glioblastoma 


0.0 


RL- non-Hodgkm's B-cell 
lymphoma 


0.0 


Cerebellum 


0.0 


TH X 1 TP* 111 1 

JM1- pre-B-cell lymphoma 


0.0 


Cerebellum 


0.0 


Jurkat- T cell leukemia 


0.0 


NCI-H292- 
Mucoepidermoid lung 
carcinoma 


0.0 


TF-1- Erythroleukemia 


0.0 


DMS-H4- Small cell 
lung cancer 


0.0 


HUT 78- T-cell lymphoma 


0.0 


DMS-79- Small cell 
iung cancer 


0.0 


U937- Histiocytic 
lymphoma 


0.0 


NCI-H146- Small cell 
iung cancer 


0.0 


KU-812- Myelogenous 
leukemia 


0.0 


NCI-H526- Small cell 
lung cancer 


0.0 


769-P- Clear cell renal 
carcinoma 


0.0 


iNi^i-iN'+i /- omaii cell 
lung cancer 


0.0 


Caki-2- Clear cell renal 
carcinoma 


0.0 


NCI-H82- Small cell 
lung cancer 


0.0 


SW 839- Clear cell renal 
carcinoma 


0.0 


NCI-H157- Squamous 
cell lung cancer 
(metastasis) 


0.0 


G401- Wilms' tumor 


0.0 
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NCI-H1155- Large cell 


0.0 


Hs766T- Pancreatic 
carcinoma (LN metastasis) 


2.2 


NCI-H1299- Large cell 
lung cancer 


0.0 


CAPAN-1- Pancreatic 
adenocarcinoma (liver 
metastasis) 


0.0 


NCT-H727- Lune 
carcinoid 


0.0 


SU86.86- Pancreatic 
carcinoma (liver metastasis) 


6.2 


NCT-T JMC-1 1- Lune 
carcinoid 


0.0 


BxPC-3- Pancreatic 
adenocarcinoma 


0.0 


tyj. Small cell lune 
cancer 


0.0 


HP AC- Pancreatic 
adenocarcinoma 


0.0 


Colo-205- Colon 

L/dll^CI 


0.0 


MIA PaCa-2- Pancreatic 
carcinoma 


0.0 


KM12- Colon cancer 


0.0 


CFPAC-1- Pancreatic 
ductal adenocarcinoma 


0.0 


XCAAOOT 9- r^olnn ranceri 


0.0 


PANC-1- Pancreatic 
epithelioid ductal 
carcinoma 


0.0 


XTPT-M71 6- Pol on 

cancer 


0.0 


T24- Bladder carcinma 
(transitional cell) 


6.7 


O W "HO V^VJUJil 

adenocarcinoma 


0.0 


5637- Bladder carcinoma 


100.0 


□ win o~ v^uilmi 
adenocarcinoma 


0.0 


HT-1197- Bladder 
carcinoma 


0.0 


T ^ 1 74T- Pol on 
adenocarcinoma 


0.0 


UM-UC-3- Bladder 
carcinma (transitional cell) 


0.0 


<sW-Q4R- Colon 

O VV 7tO 

adenocarcinoma 


0.0 


A204- Rhabdomyosarcoma 


0.0 


SW-480- Colon 
adenocarcinoma 


0.0 


HT-1080- Fibrosarcoma 


0.0 


NCI-SNU-5- Gastric 

carcinoma 


0.0 


MG-63- Osteosarcoma 


0.0 


KATO III- Gastric 
carcinoma 


9.7 


SK-LMS-1- 

Leiomyosarcoma (vulva) 


0.0 


NCI-SNU-16- Gastric 
carcinoma 


0.0 


SJRH30- 

Rhabdomyosarcoma (met 
to bone marrow) 


0.0 


NCI-SNU-1- Gastric 
carcinoma 


0.0 


A431- Epidermoid 
carcinoma 


0.0 


RF-1- Gastric 
adenocarcinoma 


0.0 


WM266-4- Melanoma 


0.0 


RF-48- Gastric 
adenocarcinoma 


0.0 


DU 145- Prostate 
carcinoma (brain 
metastasis) 


0.0 
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MKN-45- Gastnc 
carcinoma 


3.0 


TV A T\ A A AX) A4ZQ T5i-*»^c«+ 

ML>A-Mt>-4oo- jDreast 
adenocarcinoma 


0.0 


NCI-N87- Gastnc 
carcinoma 


0.0 


dLL-4- Squamous cell 
carcinoma of tongue 


0.0 


w V L/Vlv J WVallan 

carcinoma 


0.0 


SPP-Q- Snnamnu*; cell 
carcinoma of tongue 


0.0 


RL95-2- Uterine 
carcinoma 


0.0 


SCC-15- Squamous cell 
carcinoma of tongue 


0.0 


HelaS3- Cervical 
adenocarcinoma 


0.0 


CAL 27- Squamous cell 
carcinoma of tongue 


0.0 
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Table RD. Panel 4.1D 



Tissue Name 


Rel. Exp.(%) 
Ag4124, Run 
172859^13 


Tissue Name 


Kel. JiiXp.^ /o ) 
Ag4124, Run 
172859313 


occonticiry 1111 a\*i 


0 0 


HUVEC IL-lbeta 


16.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.9 


Secondary Trl act 


0.0 


TTT TA7T7r^ nrXTTT olWho -4- 

riuvjc*^ i lNr* aipna ^ 
IFN gamma 


0.3 


Secondary Thl rest 


0.0 


xlUVJc/U IJNr aipna t 
IL4 


0.4 


Secondary Th2 rest 


0.0 


TJTT\/r?/^ TT 11 




Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


14.1 


Primary Th2 act 


0.0 


Microvascular Dermal 
EC none 


0.3 


Primary Trl act 


0.0 


Microsvasular Dermal 
EC TNFalpha + IL- 
lbeta 


10.8 


Primary Thl rest 


0.0 


Bronchial epithelium 

T" r X TT? „ 1 1_ „ l TT 1Un4n 

TNFalpha + IL lbeta 


2.6 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


2.7 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


3.6 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
rest 


18.2 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


48.3 


CD8 lymphocyte act 


u.u 


Astrocytes rest 


ft *» 


Secondary CD 8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha 4- 
IL,- 1 beta 


0.9 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 

"P A/f A l\ nn nm vr i n 


0.0 


2ry Thl/Th2/Trl anti- 
CD95CH11 


0.0 


CCD 1106 

(Keratinocytes) none 


0.6 


LAK cells rest 


0.0 


CCD1106 
(Keratinocytes) 
TNFalpha + IL-lbeta 


2.9 


LAK cells IL-2 


0.0 


Liver cirrhosis 


0.0 
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LAK cells IL-2+IL-12 


0.0 


NCI-H292 none 


0.1 


LAK cells IL-2+IFN 
gamma 


0.0 




n n 
u.u 


LAK cells IL-2+ IL-18 


0.0 


NCI-H292 IL-9 


0.5 


LAK cells 
PMA/ionomycin 


u.u 


XTr^T TJfOOO TT 1 *i 


1 A 


NK Ceils IL-2 rest 


0.0 


NCI-H292 IFN gamma 


0.0 


Two Way MLR 3 day 


0.0 


HPAEC none 


0.0 


Two Way MLR 5 day 


U.U 


HPAEC TNF alpha + 
IL-1 beta 


inn n 
JLUU.U 


Two Way MLR 7 day 


0.0 


Lung fibroblast none 


0.0 


PBMC rest 


0.0 


Lung fibroblast TNF 
alpha + IL-1 beta 


30.4 


PBMC PWM 


1.2 


Lung fibroblast IL-4 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-1 3 


0.0 




0.0 


Lung fibroblast IFN 


0.0 


ionomycin 


gamma 




B lymphocytes PWM 


0.6 


Dermal fibroblast 
CCD 1070 rest 


0.0 


H lvmnhoovtes CD40T 

and IL-4 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 IL-1 beta 


H o.O 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast IFN 


u.u 


PMA/ionomycin 


gamma 


Dendritic cells none 


0.0 


Dermal fibroblast IL-4 


0.0 


Dendritic cells LPS 


0.0 


Dermal Fibroblasts rest 


0.0 


Dendritic cells anti- 
CD40 


0 0 


Neutroohils TNFa+LPS 


0.0 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


14.7 


Colon 


0.0 


Macrophages rest 


0.0 


Lung 


0.4 


Macrophages LPS 


2.6 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


0.1 


HUVEC starved 


0.0 







_ AI_comprehensive panel_yl.O Summary: Ag4124 Expression of the CG97274- 
04 gene is low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 
Please note that this lack of detectable expression is in contrast with the expression profile 
of the CG97274-01 variant. 
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CNS_neurodegeneration_vl.O Summary: Ag4124 Expression of the CG97274- 
04 gene is low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

General jscreeningjpanel_vl. 4 Summary: Ag4124 Expression of the CG97274- 
04 gene is restricted to samples derived from a brain cancer and a melanoma cell line 
5 (CTs=30-32). Thus, expression of this gene could be used to differentiate between these 
samples and other samples on this panel and as a marker to detect the presence of brain 
and melanoma cancers. Furthermore, therapeutic modulation of the expression or function 
of this gene may be effective in the treatment of these cancers. 

Panel 3D Summary: Ag4124 Expression of the CG97274-04 gene is restricted to 
10 a sample derived from a bladder cancer cell line (CT=33). Thus, expression of this gene 

could be used to differentiate between this sample and other samples on this panel and as a 
marker to detect the presence of bladder cancer. Furthermore, therapeutic modulation of 
the expression or function of this gene may be effective in the treatment of bladder cancer. 
Panel 4.1D Summary: Ag4124 Expression of the CG97274-04 gene is highest in 
15 TNF-alpha and IL-1 beta HPAEC cells (CT=29.4). In addition, expression is seen in other 
TNF-alpha and/or IL-1 beta treated samples including dermal fibroblasts, lung fibroblasts, 
coronary artery SMCs, lung microvasculature, small airway epithelium and keratinocytes. 
Since expression of this transcript appears to be up regulated by the cytokine TNF-a, 
therapeutic modulation of the function or expression of the protein encoded by this gene 
20 may reduce or eliminate inflammation and tissue damage that result from diseases 

associated with hyperactivated T cells including lupus erythematosus, rheumatoid arthritis, 
and inflammatory bowel diseases. 

Panel CNS_1 Summary: Ag4124 Expression of the CG97274-04 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 
25 general oncology screening panel_v_2.4 Summary: Ag4124 Expression of the 

CG97274-04 gene is low/undetectable in all samples on this panel (CTs>35). (Data not 
shown.) 

S. CG97288-01 and CG97288-02: HsPLP2Long 

Expression of gene CG97288-01 and variant CG97288-02 was assessed using the 
30 primer-probe set Ag4173, described in Table SA. Results of the RTQ-PCR runs are shown 
in Tables SB, SC and SD. 

Table SA . Probe Name Ag4173 
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Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
No 


Forward 


5 ■ -atgagcctcagacttgatacca-3 ' 


22 


1 


215 


Probe 


TET-5 ' -taacagtgcgagaccacttcatgcct-3 ' - 
TAMRA 


26 


33 


216 


Reverse 


5 ' -agtcagcagcaatgacagaag-3 ■ 


21 


73 


217 
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Table SB . CNSjaeurodegeneration_vLO 



Tissue Name 


Rel. Exp.(%) Ag4173, 
Hun ZlrooVUD / 


Tissue Name 


Rel. Exp.(%) Ag4173, 

Run ?K^Qfl^7 


AD 1 Hippo 


10.5 


Control (Path) 3 
i enipor ai la 


12.2 


AD 2 Hippo 


5.2 


Control (Path) 4 

ICinpOral v>tA. 


7.0 


AD 3 Hippo 


13.3 


AD 1 Occipital 


7.9 


AD 4 Hippo 


1.8 


AD 2 Occipital 
ctx ^ivussmg^ 


0.0 


AD 5 Hippo 

i 


28.9 


AD 3 Occipital 

CTX 


13.6 


AD 6 Hippo 


27.9 


AD 4 Occipital 

CDC 


6.6 


Control 2 Hippo 


0.0 


AD 5 Occipital 
Ctx 


2.2 


Control 4 Hippo 


11.7 


AD 6 Occipital 

CtX 


100.0 


Control (Path) 3 

T T" 

Hippo 


13.4 


Control 1 
(Jccipital ctx 


8.9 


AD 1 Temporal 
Ctx 


5.2 


Control 2 
Occipital Ctx 


0.8 


AD 2 Temporal 
Ctx 


9.5 


Control 3 
vjccipitai v-ix 


4.3 


AD 3 Temporal 
Ctx 


4.2 


Control 4 
vjccipixai ccx 


8.0 


AD 4 Temporal 
Ctx 


5.8 


Control (Path) 1 
ucciprtai v^xx 


4.2 


AD5Inf 
Temporal Ctx 


25.0 


Control (Path) 2 
uccipitai v^ix 


1.2 


AD 5 Sup 
Temporal Ctx 


55.9 


Control (Path) 3 


6.9 


AD 6 Inf 
Temporal Ctx 


25.3 


Control (Path) 4 

wCCipildl ^AX 


5.3 


AD 6 Sup 
1 emporai ctx 


30.6 


Control 1 Parietal 
ctx 


3.6 


Control 1 
Temporal Ctx 


9.0 


Control 2 Parietal 
Ctx 


22.8 


Control 2 
Temporal Ctx 


2.0 


Control 3 Parietal 
Ctx 


5.1 


Control 3 
Temporal Ctx 


2.4 


Control (Path) 1 
Parietal Ctx 


3.3 


Control 3 


11.7 


Control (Path) 2 


8.2 
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Temporal Ctx 




Parietal Ctx 




Control (Path) 1 
Temporal Ctx 


1.9 


Control (Path) 3 
Parietal Ctx 


8.5 


Control (Path) 2 
Temporal Ctx 


5.6 


Control (Path) 4 
Parietal Ctx 


6.8 
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Table SC . General jscreening_panel_v 1.4 



Tissue Name 


Rel. Exp.(%) 

Ag4I73, Kun 
219840030 


i issue rName 


Rel. Exp.(%) 
219840030 


Adipose 


6.7 


Renal ca.TK-10 


0.1 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


1.7 


Melanoma* 
Hs688(B).T 


0.0 


vjasxric ca. ^nver met.^ 
NCI-N87 


0.4 


Melanoma* Ml 4 


a. o 


Lrastnc ca. jva jl m 


n ^ 

V.D 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.5 


Melanoma* bK- 
MFT 


0.0 


Colon ca. SW480 


0.0 


0\^UcUIlVJU.£> ten 

carcinoma SCC-4 


0.1 


Colon ca * fSW480 
met) SW620 


0.0 


Testis Pool 


0.1 


Colon ca. HT29 


0.1 


JrI.lJol.cilC C-Ct. ^L/*J1±C 

met) PC-3 


0.0 


Colon ca.HCT-1 16 


0.0 




0 2 


Colon ca CaCo-2 


0.1 


Placenta 


3.8 


Colon cancer tissue 


24.1 


Uterus Pool 


0.2 


Colon ca. bWlllo 




Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK- 
OV-3 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


0.3 


Ovarian ca. 
OVCAR-5 


^ 

6.2 


Small Intestine Pool 


0.0 


Ovarian ca. 
IGROV-1 


0.0 


Stomach Pool 


0.3 


Ovarian ca 

W VCUJCU1 VC*. 

OVCAR-8 


0.0 


Bone Marrow Pool 


0.1 


Ovary- 


0.2 


Fetal Heart 


5.3 


Breast ca. MCF-7 


0.0 


Heart Pool 


0.3 


Breast ca. MDA- 
MB-231 


ft ft 


T "\rmrVh "Wnrlf* Pool 


0 1 

V/. J. 


Breast ca. BT 549 


0.1 


Fetal Skeletal Muscle 


J 0.5 


Breast ca. T47D 


9.5 


Skeletal Muscle Pool 


j 0.2 


Breast ca. MDA-N 


0.1 


Spleen Pool 


1 22.1 


Breast Pool 


0.4 


Thymus Pool 


I 0.4~ 


Trachea 


0.3 


CNS cancer 


j 0.0 
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(glio/astro) U87-MG 




Lune 


0.4 


CNS cancer 
(glio/astro) U-l 18- 
MG 


0.1 


Fetal Lung 


37.9 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI- 
N417 


0.0 


CNS cancer (astro) 
SF-539 


U.U 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


Lung ca. NCI- 
H146 


0.0 


CNS cancer (glio) 
SNB-19 


A C\ 

U.U 


Lung ca. SHP-77 


0.0 


CNS cancer (glio) SF- 
295 


0.0 


Lung ca. A549 


0.1 


Brain (Amygdala) 
Pool 


0.1 


Lung ca. NCI- 
H526 


u.u 


T^-t*oft"» / r*c>rAnpl linn i 

Jt>rain ^cercoeiiuiiij 


0 ^ 


Lung ca.NCI-H23 


0.0 


Brain (fetal) 


0.4 


Lung ca. NCI- 
H460 


0.0 


Brain (Hippocampus) 
Pool 


0.2 


Lung ca. HOP-62 


0.0 


Cerebral Cortex Pool 


0.2 


Lung ca. NCI- 
H522 


U.vJ 


Brain (Substantia 
nigra) Pool 


0 0 


Liver 


0.4 


Brain (Thalamus) 
Pool 


0.1 


Fetal Liver 


100.0 


Brain (whole) 


3.2 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


0.2 


Kidney Pool 


0.4 


Adrenal Gland 


0.8 


Fetal Kidney 


4.2 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.2 


Renal ca. A498 


0.0 


Thyroid (female) 


3.5 


Renal ca. ACHN 


0.0 


Pancreatic ca. 
CAPAN2 


0.2 


Renal ca. UO-31 


0.0 


Pancreas Pool 


0.2 
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Table SD. Panel 4.1D 



Tissue Name 


Rel. Exp.(vb) 
Ag4173, Run 
173507622 


Tissue Name 


Ag4173, Run 
173507622 




0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.1 


HUVEC IFN gamma 


0.1 


Secondary Trl act 


0.0 


ttt TXTTJC^ TXTTT olt-kVio -4- 

riu v fa^ i iNr aipna t 
IFN gamma 


0.0 


Secondary Thl rest 


0.0 


TUTTA/X^/^ TTVTT7 nlr^ha -4- 

rlUVrsc iiNr aipna t- 
IL4 


0.0 


Secondary Thz rest 


u.u 


ttt rvrcf 1 TT 11 




Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.1 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha-*- IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal 
EC none 


0.0 


Primary Trl act 


0.1 


Microsvasular Dermal 
EC TNFalpha + IL- 
lbeta 


0.0 


Primary Thl rest 


0.1 


Bronchial epithelium 
1 Nr alpha + 1L1 beta 


0.8 


Primary Th2 rest 


0.1 


Small airway epithelium 
none 


0.1 


Primary Trl rest 


0.2 


Small airway epithelium 
TNFalpha + IL-lbeta 


1.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
rest 


0.1 


CD45RO CD4 
lymphocyte act 


0.6 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.1 


CD8 lymphocyte act 


U.l 


Astrocytes rest 




Secondary CD8 
lymphocyte rest 


2.9 


Astrocytes TNFalpha + 

TT 1 Uo+q 

lL,- 1 beta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.3 


CD4 lymphocyte none 


11.6 


KU-8 12 (Basophil) 
PIVf A /i onomvein 

JL iTlil/ X\JXX\JXXXj Vlll 


0.5 


2ry Thl/Th2/Trl anti- 
CD95 CH11 


0.0 


CCD1106 

(Keratinocytes) none 


0.0 


LAK cells rest 


15.5 


CCD 1106 
(Keratinocytes) 
TNFalpha + IL-lbeta 


0.1 


LAK cells IL-2 


1.9 


Liver cirrhosis 


0.7 
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LAK cells IL-2+IL-12 


0.9 


NCI-H292 none 


0.9 


LAK cells IL-2+IFN 
gamma 


z.U 


XTi^T UOnO TT /! 




LAK cells IL-2+IL-18 


1.5 


NCI-H292 IL-9 


0.5 


LAK cells 
PMA/ionomycin 


Zl.D 


JNCl-rlzyz LL-13 




NK Cells IL-2 rest 


1.4 


NCI-H292 IFN gamma 


1.4 


Two Way MLR 3 day 


4.4 


HPAEC none 


0.0 


1 wo Way JVLLK. d day 


0.4 


HPAEC TNF alphas 
IL-1 beta 


A 1 

4.1 


Two Way MLR 7 day 


0.3 


Lung fibroblast none 


0.0 


PBMC rest 


70.7 


Lung fibroblast TNF 
alpha -ML- 1 beta 


0.2 


PBMC PWM 


10.7 


Lung fibroblast IL-4 


0.0 


PBMC PHA-L 


15.1 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-13 


0.2 


Ramos celD 

J.VW11VIJ l U WAX 7 

ionomycin 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


B lvmnhocvtes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EQL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 IL-1 beta 


A 1 
U.Z 


EOL-1 dbcAMP 
PMA/ionomycin 


13.7 


Dermal fibroblast IFN 
gamma 


U.o 


Dendritic cells none 


0.2 


Dermal fibroblast IL-4 


1.2 


Dendritic cells LPS 


0.0 


Dermal Fibroblasts rest 


0.6 


Dendritic cells anti- 
CD40 


0.0 


Neutrophils TNFa+LPS 


19.5 


Monocytes rest 


14.1 


Neutrophils rest 


14.4 


Monocytes LPS 


100.0 


Colon 


1.0 


Macrophages rest 


13.1 


Lung 


1.4 


Macrophages LPS 


7.8 


Thymus 


3.5 


HUVEC none 


0.0 


Kidney 


28.9 


HUVEC starved 


0.0 







CNSjneurodegeneration_yl.O Summary: Ag4173 This panel confirms the 
expression of the CG97288-01 gene at low levels in the brains of an independent group of 
individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
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experiment. Please see Panel 1.4 for a discussion of the potential utility of this gene in 
treatment of central nervous system disorders. 

Genera!_screening_paneljvL4 Summary: Ag4173 Highest expression of the 
CG97288-01 is detected in fetal liver (CT=26). Interestingly, this gene is expressed at 
5 much higher levels in fetal when compared to adult liver(CT=34). This observation 

suggests that expression of this gene can be used to distinguish fetal from adult liver. In 
addition, the relative overexpression of this gene in fetal liver suggests that the protein 
product may enhance liver growth or development in the fetus and thus may also act in a 
regenerative capacity in the adult. Therefore, therapeutic modulation of the protein 
10 encoded by this gene could be useful in treatment of liver related diseases. 

Among tissues with metabolic or endocrine function, this gene is expressed at low 
to moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland ? skeletal 
muscle, heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the 
activity of this gene may prove useful in the treatment of endocrine/metabolically related 
15 diseases, such as obesity and diabetes. 

Low to moderate expression of this gene is also detected in colon cancer tissue, a 
breast cancer and an ovarian cancer cell lines. Therefore, therapeutic modulation of this 
gene product could be useful in the treatment of these cancers. 

In addition, this gene is expressed at moderate levels in cerebellum, fetal and adult 
20 whole brain. Therefore, this gene may play a role in central nervous system disorders such 
as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

Interestingly, this gene is expressed at much higher levels in fetal (CTs=27-30) 
when compared to adult heart, lung and kidney (CTs=3 4). This observation suggests that 
25 expression of this gene can be used to distinguish these fetal from the corresponding adult 
tissue. In addition, the relative overexpression of this gene in fetal tissue suggests that the 
protein product may play a role in lung, heart and kidney development in the fetus and 
thus may also act in a regenerative capacity in the adult. Therefore, therapeutic modulation 
of the protein encoded by this gene could be useful in treatment of lung, heart and kidney 
30 related diseases. 

Panel 4.1D Summary: Ag4173 Highest expression of the CG97288-01 is 
detected in LPS treated monocytes (CT=28.5). Significant expression of this gene is 
thymus, PBMC cells, neutrophils, macrophages, LAK cells, CD4 and secondary CD8 
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lymphocytes. In addition, expression of this gene is stimulated in LPS treated monocytes, 
PMA/ionomycing treated EOL-1 dbcAMP, TNF alpha + IL-1 beta treated HPAEC cells. 
Therefore, therapeutic modulation of this gene product could be beneficial in the treatment 
of autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
5 disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

In addition, moderate expression is also detected in kidney (CT=30). Therefore, 
antibody or small molecule therapies designed with the protein encoded for by this gene 
could modulate kidney function and be important in the treatment of inflammatory or 
autoimmune diseases that affect the kidney, including lupus and glomerulonephritis. 

1 0 T. CG97550-01 : Serine Protease 

Expression of gene CG97550-01 was assessed using the primer-probe sets 
Agl 156, Agl41 1 and Ag384, described in Tables TA, TB and TC. Results of the RTQ- 
PCR runs are shown in Tables TD, TE and TF. 



Table TA . Probe Name Agl 156 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
No 


Forward 


5 1 -gaggtcagcagtggaatttatg-3 ' 


22 


1336 


218 


Probe 


TET-5 ' -aattcaccttctcagagaggcggcat-3 ' - 
TAMRA 


26 


1375 


219 


Reverse 


5 1 -cttgacgatgatgtcaccatct-3 ' 


22 


1404 


220 



1 5 Table TB . Probe Name Agl 4 1 1 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
No 


Forward 


5 ' -gaggtcagcagtggaatttatg-3 ' 


22 


1336 


221 


Probe 


TET-5 ' -aattcaccttctcagagaggcggcat-3 • - 
TAMRA. 


26 


1375 


222 


Reverse 


5 1 -cttgacgatgatgtcaccatct-3 ' 


22 


1404 


223 



Table TC . Probe Name Ag384 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
No 


Forward 


5 ' -gggagtttgtggtggccat-3 • 


19 


953 


224 


Probe 


TET-5 ' -tcccttcgccctacagaacacagtgaca- 
3 • -TAMRA 


28 


978 


225 


Reverse 


5 * -tgggcagtgctgacgatg-3 ' 


18 


1011 


226 
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Table TP . CNS_neurodegeneration_yl.O 



Tissue Name 


Rel. Exp.(%) Ag384, 
Ivun z^r4JoooU 


Tissue Name 


Rel. Exp.(%) Ag384, 


AD 1 Hippo 


19.9 


Control (Path) 3 
i einporai ix 


24.0 


AD 2 Hippo 


50.7 


Control (Path) 4 

T'p»rY\-»-»/-vt-c* 1 f~ 1 "t"v 
ICIJULpUlcll 


38.2 


AD 3 Hippo 


18.3 


AD 1 Occipital 
v^tx 


8.8 


AD 4 Hippo 


23.3 


AD 2 Occipital 


0.0 


AD 5 hippo 


52.9 


AD 3 Occipital 

V-/IX 


28.3 


AD 6 Hippo 


100.0 


AD 4 Occipital 
ctx 


7.7 


Control 2 Hippo 


20.2 


AD 5 Occipital 
ctx 


39.5 


Control 4 Hippo 


44.1 


AD 6 Occipital 
ctx 


33.4 


Control (Path) 3 
Hippo 


40.9 


Control 1 
Uccipitai Ctx 


53.6 


AD 1 Temporal Ctx 


27.2 


Control 2 
Occipital Ctx 


68.8 


AD 2 Temporal Ctx 


37.6 


Control 3 
wccipixai ^ix 


16.3 


AD 3 Temporal Ctx 


10.4 


Control 4 

VJCCipilal V^IX 


6.4 


AD 4 Temporal Ctx 


12.7 


Control (Path) 1 
v^ccipiiai i^ix 


45.7 


AD 5 Inf Temporal 
Ctx 


69.3 


Control (Path) 2 

vyCCipital v^tX 


23.5 


AD 5 SupTemporal 

CtX 


56.6 


Control (Path) 3 

WCCipilal V-^LA. 


12.2 


AD 6 Inf Temporal 
Ctx 


53.2 


Control (Path) 4 

V/CCipilal V_AA 


44.8 


AD 6 Sup Temporal 
Ctx 


69.7 


Control 1 Parietal 

v_^tX 


16.0 


f^rvntrnl 1 Temnoral 

Ctx 


75.3 


Control 2 Parietal 
Ctx 


12.3 


Control 2 Temporal 
Ctx 


22.7 


Control 3 Parietal 
Ctx 


16.0 


Control 3 Temporal 
Ctx 


33.2 


Control (Path) 1 
Parietal Ctx 


47.6 


Control 4 Temporal 


22.5 


Control (Path) 2 


52.1 
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Ctx 


(Parietal Ctx 




Control (Path) 1 
Temporal Ctx 


54 0 Control (Path) 3 
jParietal Ctx 


7.9 


Control (Path) 2 
Temporal Ctx 


19 , Control (Path) 4 
(Parietal Ctx 


14.7 
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Table TE . Panel 1.1 



Tissue Name 


Rel. 
Exp.(%) 
Ag384, Run 


Rel. 

Exp.(%) 
Ag384, Run 
izm /o / / 


Tissue Name 


Rel. 
Exp.(%) 
Ag384, Run 

111 7Q^76R 


Rel. 
Exp.(%) 
Ag384, Run 
171 147677 


Adrenal gland 


2.1 


1.3 


Renal ca. UO- 
j i 


0.0 


0.0 


Bladder 


21.6 


16.6 


Renal ca. 
RXF 393 


0.0 


0.0 


Brain 

(amygdala) 


0.0 


0.0 


Liver 


0.2 


0.1 


Brain 

(cerebellum) 


0.0 


0.0 


Liver (fetal) 


0.0 


0.1 


Brain 

(hippocampus) 


0.0 


0.0 


Liver ca. 

(hepatoblast) 

HepG2 


0.0 


0.0 


Brain 

(substantia 

nigra) 


0.0 


0.0 


Lung 


7.5 


6.1 


Brain 
(thalamus) 


0.0 


0.0 |Lung (fetal) 


10.5 


11.9 


Cerebral Cortex 


0.0 


0.0 


Lung ca. 

(non-s.cell) 

HOP-62 


46.0 


'48.3 


Brain (fetal) 


0.0 


0.0 


Lung ca. 
(large 
cell)NCI- 
H460 


0.0 


0.0 


Brain (whole) 


0.0 


0.0 


Lung ca. 

(non-s.cell) 

NCI-H23 


0.0 


0.1 


glio/astro U- 
118-MG 


0.0 


0.0 


Lung ca. 

(non-s.cl) 

NCI-H522 


0.0 


0.0 


astrocytoma SF- 
539 


0.0 


0.0 


Lung ca. 
(non-sm. cell) 
A549 


0.0 


0.0 


astrocytoma 
SNB-75 


0.0 


0.0 


Lung ca. 
(s.cell var.) 
SHP-77 


u.u 




astrocytoma 
SW1783 


0.0 


0.0 


Lung ca. 
(small cell) 
LX-1 


0.0 


0.0 


glioma U251 


0.0 


0.0 


Lung ca. 
(small cell) 


0.0 


0.0 
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NCI-H69 




glioma or-zyD 


u.u 


C\ ft 
u.u 


Lung ca. 
^scjuam,^ o w 
900 


u.u 


0.0 


glioma SNB-1 9 


0.0 


0.0 


T llTlfT /"» O 
l^UIlg td. 

(squam.) 
NCI-H596 


0.0 


0.0 


glio/astro U87- 
MG 


0.0 


0.0 


Lymph node 


0.7 


2.0 


neuro*; met 
SK-N-AS 


0.0 


0.0 


Spleen 


0.0 


0.0 


Mammary 
gland 


26.8 


19.6 


Thymus 


O.l 


0.1 


Breast ca. BT- 
549 


0.0 


0.0 


Ovary 


60.3 


70.7 


Breast ca. 
MDA-N 


0.0 


0.0 


Ovarian ca. 
IGROV-1 


0.0 


0.0 


Breast ca.* 
(pl.ef) T47D 


0.0 


0.0 


ovarian ca. 
OVCAR-3 


0.0 


0.0 


Breast ca.* 
(pl.ef) MCF-7 


0.0 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


0.0. 


Breast ca.* 
(pi. el) MDA- 
MB-23 1 




U.o 


Ovarian ca. 
OVCAR-5 


u.u 


0.1 


Small intestine 


20.0 


20.0 


Ovarian ca. 
OVCAR-8 


0.0 


0.0 


Colorectal 


0.0 


0.1 


Ovarian ca.* 
(ascites) SK- 
OV-3 


0.0 


0.0 


Colon ca. HT29 


0.0 


0.0 


Pancreas 


ll.8 


8.9 


Colon ca. 
CaCo-2 


0.0 


0.0 


Pancreatic ca. 
CAP AN 2 


0.0 


0.0 


Colon ca. HCT- 
15 


0.0 


0.0 


Pituitary 
gland 


0.3 


1 1 

1.1 


v^oion ca. rii^ i ~ 
116 


0.0 


0.0 


Placenta 


10.5 


9.8 


Colon ca. HCC- 
2998 


0.0 


0.0 


Prostate 


2.1 


4.9 


Colon ca. 
SW480 


0.0 


0.0 


Prostate ca.* 
(bone met) 
PC-3 


0.7 


2.2 


Colon ca.* 
SW620 (SW480 
met) 


0.0 


0.0 


Salivary gland 


9.0 


10.0 
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Stomach 


17.3 


20.6 


Trachea 


7.7 


5.3 


Gastric ca. 
(liver met) NCI- 
N87 


0:0 


0.0 


Spinal cord 


0.1 


0.0 


Heart 


100.0 


90.1 


Testis 


0.2 


1.7 


Skeletal muscle 
(Fetal) 


29.5 


24.3 


Thyroid 


16.3 


7.6 


Skeletal muscle 


0.0 


60.3 


Uterus 


17.0 


10.1 


Endothelial 
cells 


0.6 


4.7 


Melanoma 
M14 


0.0 


0.0 


Heart (Fetal) 


62.4 


100.0 


Melanoma 
LOX IMVI 


0.0 


0.0 


Kidney 


0.6 


2.5 


Melanoma 
UACC-62 


0.0 


0.0 


Kidney (fetal) 


1.2 


2.5 


Melanoma 
SK-MEL-28 


0.0 


0.0 


Renal ca. 786-0 


0.0 


0.0 


Melanoma* 
(met) SK- 
MEL-5 


0.0 


0.0 


Renal ca. A498 


0.0 


0.0 


Melanoma 
Hs688(A).T 


0.6 


0.1 


Renal ca. 
ACHN 


0.0 


0.0 


Melanoma* 
(met) 

Hs688(B).T 


0.0 


0.0 


Renal ca. TK- 
10 


0.0 


0.0 
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Table TR Panel 4.1D 



Tissue Name 


Kel. H»xp.(vo> 
Ag384, Run 
182392292 


Tissue Name 


rvci. xuajj.^ /o j 

Ag384, Run 
182392292 


Skponnrlfrrv Th 1 act 

kJ^^ Wj.lvi.C4J. j X XX X Uvl 


0.0 


HUVEC IL-lbeta 


23.5 


Secondary Th2 act 


0.0 


HUVEC I FN gamma 


18.4 


Secondary Trl act 


0.0 


tlU VEC llNr aipila ~ 

IFN gamma 


8.0 


Secondary Thl rest 


0.0 


IL4 


9.2 


Secondary 1 nz rest 


u.u 


TJTTVFr 1 TT 1 1 


16 1 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


24.7 


Primary Thl act 


0.0 


Lnng Microvascular EC 
xisr aipna * 1 oexa 


15.0 


Primary Th2 act 


0.0 


Microvascular Dermal 
EC none 


7.5 


Primary Trl act 


0.0 


Microsvasular Dermal j 
I in r aipna t ii-»- i Deia 


0.1 


Primary Thl rest 


0.0 


Bronchial epithelium 
1 in r aipna t IjL, i oeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


2.2 


, — _ — 

Primary Trl rest 


0.0 


oman airway epiineiium 
TNFalpha + IL-lbeta 


0.0 


PTV/lCn A OTA/I 

lymphocyte act 


3.6 


i^oronery anery oivjlv^ 
rest 


12.5 


CD45KO CD4 
lymphocyte act 


0.0 


L^oronery driery oiviv^ 
TNFalpha + IL-lbeta 


8.1 


CL>» lymphocyte act 


n n 
u.u 


/\StTot/ycei> rcbt 


0 7 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha 4- 

JLJLi- 1 UCld 


11.1 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 

x IVLrV HJllUIIiy L/lli 


4.2 


?rv Th 1 /Th?/Trl anti- 

J~>X J A All/ 1 ILjl*/ All CUltl 

CD95CH11 


" — — — - -n-- - 

0.0 


CCD 1106 

(Keratinocytes) none 


0.0 


LAK cells rest 


0.2 


CCD1106 
(Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


7.6 


LAK cells IL-2+IL- 12 


0.1 


NCI-H292 none 


0.0 
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LAK cells IL-2+IFN 
gamma 


A A 
U.U 


MPT LJT0Q9 TT A 


u.u 


LAK cells IL-2+IL-18 


0.0 


NCI-H292 IL-9 


0.0 


LAK cells 
PMA/ionomycin 


u.u 


XTpT TJ9QO TT 1 ^ 


u.u 


NK Cells IL-2 rest 


0.0 


NCI-H292 IFN gamma 


0.3 


Two Way MLR 3 day 


0.1 


HP AEC none 


24.1 


iwo way jyllk d day 


u.u 


HPAEC TNF alpha + 
IL-1 beta 


on a 


Two Way MLR 7 day 


0.0 


Lung fibroblast none 


0.0 


PBMC rest 


0.0 


Lung fibroblast TNF 
alpha + IL-1 beta 


1.3 


PBMC PWM 


0.0 


Lung fibroblast IL-4 


2.1 


PBMC PHA-L 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL- 1 3 


0.3 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IFN 
gamma 


2.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


19.2 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 TNF alpha 


8.7 


X2CXX 1 JUrt A A /fD 


n 1 


Dermal fibroblast 
CCD1070 IL-1 beta 


c c 
J.J 


EOL-1 dbcAMP 
PMA/ionomycin 


U.u 


Dermal fibroblast IFN 
gamma 




Dendritic cells none 


0.0 


Dermal fibroblast IL-4 


68.3 


Dendritic cells LPS 


0.0 


Dermal Fibroblasts rest 


24.1 


Dendritic cells anti- 
CD40 


0.0 


Neutrophils TNFa+LPS 


2.0 


Monocytes rest 


0.0 


Neutrophils rest 


0.6 


Monocytes LPS 


4.9 


Colon 


12.2 


Macrophages rest 


6.6 


Lung 


100.0 


Macrophages LPS 


0.0 


Thymus 


29.1 


HUVEC none 


31.0 


Kidney 


41.8 


HUVEC starved 


27.2 







CNSjneurodegeneration_vl.O Summary: Ag384 This panel confirms the 



expression of the CG97550-01 gene at low levels in the brains of an independent group of 
individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
5 experiment. Low levels of expression in the brain suggests that this gene may play a role 
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in central nervous system disorders such as Parkinson's disease, epilepsy, multiple 
sclerosis, schizophrenia and depression. 

Panel 1.1 Summary: Ag384 Two experiments with excellent agreement with 
highest expression of the CG97550-01 gene in heart (CTs=22). Expression of this gene is 
5 seen exclusively in almost all the normal tissue samples used in this panel. This expression 
in normal tissues suggests that this gene product may play an important role in cellular 
function. Interestingly, high expression of this gene is also detected in a lung cancer (non- 
small cell) HOP-62 cell line and prostate cancer bone metastasis cell line PC3. Thus, 
expression of this gene can be used as a diagnostic marker for lung and prostate cancer. 

10 Also, therapeutic modulation of the activity of this gene or its protein product, through the 
use of small molecule drugs, protein therapeutics or antibodies, might be beneficial in the 
treatment of lung cancer or prostate cancer. 

Among tissues with metabolic or endocrine function, this gene is expressed at high 
to moderate levels in pancreas, adrenal gland, thyroid, pituitary gland, skeletal muscle, 

15 heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity 
of this gene may prove useful in the treatment of endocrine/metabolically related diseases, 
such as obesity and diabetes. 

Panel 4.1D Summary: Ag384 Highest expression of the CG97550-01 gene is 
detected in lung (CTs=30.15). Moderate expression of this gene is also seen in dermal 

20 fibroblasts, HPAEC cells, coronery artery SMC cells, HUVEC cells, lung and dermal 

microvascular EC cells and liver cirrhosis sample. In addition, expression of this gene is 
stimulated in LPS treated monocytes, TNFalpha + IL-lbeta treated astrocytes, and 
PMA/ionomycin treated basophils. The CG97550-01 gene codes for a serine protease. 
Proteins belonging to serine protease family have been implicated in numerous 

25 inflammatory and malignant diseases wherein inflammatory cells such as 

monocytes/macrophages are involved. Such diseases include lung cancer, chronic 
inflammatory bowel disease, vasculitis and connective tissue disease, bacterial sepsis, and 
septic shock (Heiden et al., 1996, Semin Thromb Hemost 22(6):497-501, PMID: 
9122714). Therefore, therapeutic modulation of the serine protease encoded by this gene 

30 could be beneficial in the treatement of asthma, allergies, inflammatory bowel disease, 
lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Significant expression of this gene is also seen in normal colon, lung, thymus and 
kidney tissue. This pattern is in agreement with the expression profile in 
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General_screening_j>anel_vl A and also suggests a role for the gene product in cell 
survival and proliferation. 

Therefore, therapeutic modulation of this gene product may be useful in treatment 
of inflammatory disease of these tissues. 

U. CG97800-01 and CG97800-02 and CG97800-03: Elastase IV-like 

Expression of gene CG97800-01 and full length clones CG97800-02 and 
CG97800-03 was assessed using the primer-probe set Ag4156, described in Table UA. 
Results of the RTQ-PCR runs are shown in Tables UB and UC. Please note that 
CG97800-03 represents a full-length physical clone of the CG97800-01 gene, validating 
the prediction of the gene sequence. 



Table UA . Probe Name Ag4 1 56 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
No 


Forward 


5' -acgtccacaagagatggaatg-3 ' 


21 


376 


227 


Probe 


TET-5 * -tgatattgccctcatcaagcttgcag-3 ' - 
TAMRA 


26 


413 


228 


Reverse 


5' -gtcactcagctccacatgct-3 ' 


20 


439 


229 
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Table UB . General jscreeningjpanel_v 1.4 



Tissue Name 


Rel. Exp.(%) 
Ag415o, Run 
221034285 


Tissue Name 


Rel. Exp.(%) 
Ag4lso, Kun 
221034285 


Adipose 


0.0 


Renal ca.TK- 10 


0.0 


Melanoma* 
Hs688(A)/T 


0.0 


Bladder 


100.0 


Melanoma* 
Hs688(B).T 


0.0 


oasiric ca. ^nver mex.^ 
NCI-N87 


0.0 


Melanoma* Ml 4 


A A 

o.u 


Cl^a+*Ar> r>n V ATA TTT 

Cjastnc ca. isJ\ l <J m 


A A 
U.U 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MFT ! 


0.0 


Colon ca. SW480 


0.0 


O V| LI Cli 1 1 VJ LI O ^VH 

carcinoma SCC-4 


0.0 


Colon ca * fSW480 
met) SW620 


0.0 


Testis Pool 


0.0 


Colon ca. HT29 


0.0 


met) PC-3 


0.0 


Colon ca.HCT-1 16 


0.0 




0 0 


Colon ca CaCci-7. 


0 0 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. bw 1 1 lo 


A A 

U.U 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK- 
UV-i 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
UVtAK-4 


0.0 


Colon Pool 

T ~~ « 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. 
IGROV-1 


0.0 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.0 


Breast ca. MCF-7 


0.0 


Heart Pool 


0.0 


Breast ca. MD A- 
MB-231 




jL^ympn inouc jtuoi 


0 0 
v/.v/ 


Breast ca. BT 549 


0.1 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


0.0 


Spleen Pool 


0.0 


Breast Pool 


0.0 


Thymus Pool 


0.0 


Trachea 


0.1 


CNS cancer 


0.0 
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^giio/ astro j uo/ -lvivjr 




T iin(t 

.uung 




CNS cancer 
MG 




Fetal Lung 


0.0 


(neuro;met) SK-N-AS 


0.0 


T lino r*cx "NTf^T.. 

N417 


0.0 


SF-539 


0.0 


Lung ca. LX-1 


0.0 


SNB-75 


0.0 


T liner "M/^T— 
3-iKilL\£ Cel. iNV^l" 

H146 


0.0 


SNB-19 


0.0 


Lung ca. SHP-77 


0.0 


v-'In o cdiiccr ^guu ) or - 

295 


0.1 


Lung ca. A549 


0.0 


Brain (Amygdala) 
Pool 


0.0 


Lung ca. NCI- 
H526 


0.0 


Brain (cerebellum) 


0.0 


Lung ca. NCI-H23 


0.1 


Brain (fetal) 


0.0 


Lung ca. NCI- 
H460 


0.0 


Brain (Hippocampus) 
Pool 


0.0 


Lung ca. HOP-62 


0.0 


Cerebral Cortex Pool 


0.0 


Lung ca. NCI- 
H522 


0.0 


Brain (Substantia 
nigra) Pool 


0.0 


Liver 


n n 
u.u 


Brain (Thalamus) 
Pool 


n n 
u.u 


Fetal Liver 


1.3 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


0.0 


Kidney Pool 


0.0 


Adrenal Gland 


0.0 


Fetal Kidney 


0.0 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. 
CAPAN2 


0.0 


Renal ca. UO-31 


0.0 


Pancreas Pool 


60.3 
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Table UC . Panel 4.1D 



Tissue Name 


KeL L,xp.(Vo) 
Ag4156, Run 
173123941 


Tissue Name 


T> 0 | TTV^k ZO/\ 

reel. iLxp.^ /o j 
Ag4156, Run 
173123941 


SJecrvndarv Th1 act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


6.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


32.1 


IT! TVCr* TKTT? olt-iVici 4- 

Jri.uv.n>i_. ixNr aipua ■ 
IFN gamma 


0.0 


Secondary Thl rest 


0.0 


ttt rWT7/~' TMT? a1t->1->o 4- 

IL4 


0.0 


Secondary 1 n2 rest 


U.U 


TTT TXTTir* TT 1 1 
xlU V JC/t^ IJu-l 1 


ft 0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha-*- IL-lbeta 


5.4 


Primary Th2 act 


4.0 


Microvascular Dermal 
EC none 


0.0 


Primary Trl act 


6.0 


Microsvasular Dermal 
EC TNFalpha + IL- 
lbeta 


4.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
1 JNr alpha + IJLI beta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


12.8 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45KA 
lymphocyte act 


0.0 


coronery artery ojviv^ 
rest 


0.0 


CU4DKU CD4 

lymphocyte act 


9.2 


L^oronery artery oivn^ 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 




/astrocytes resi 


ft ft 


Secondary CD8 
lymphocyte rest 


6.7 


Astrocytes TNFalpha + 

TT 1 K^to 


0.0 


Secondary CDS 
lymphocyte act 


7.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomvcin 


0.0 


2ry Thl/Th2/Trl anti- 
CD95 CH11 


8.4 


CCD1106 

(Keratinocytes) none 


0.0 


LAK cells rest 


3.8 


CCD 11 06 
(Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


3.3 


Liver cirrhosis 


6.6 
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LAK cells IL-2+IL-12 


7.8 [NCI-H292 none 


6.6 


LAK cells IL-2+IFN 
gamma 


7.3 


NCI-H292 IL-4 


1 / .z 


LAK cells IL-2+ IL-18 


15.2 


NCI-H292 IL-9 


7.0 


LAK cells 
PMA/ionomycin 


100.0 


NCI-H292 IL-13 




NK Cells IL-2 rest 


43.8 


NCI-H292 IFN gamma 


11.7 


Two Way MLR 3 day 


15.9 


HPAEC none 


4.5 


Two Way MLR 5 day 


7.7 


HPAEC TNF alpha + 
IL-1 beta 


0.0 


Two Way MLR 7 day 


8.0 


Lung fibroblast none j 6.7 


PBMC rest 


8.5 


alpha + IL-1 beta 


0.0 


PBMC PWM 


0.0 


J_^Lulg IlDrUDlaoL 1J-*-*t 


7 5 


PBMC PHA-L 


0.0 


T ni-rrr "fiVvr/VlVi del" TT —O 


0 0 


Ramos (B cell) none 


ft n 


T una ■fil*vrv"\l""*1 cicf" TT _1 S 
.L-UIlg IlDlUDlabL ILj 1 J 


21 5 


ionomycin 


0.0 


T 111-1 fT "fi 1*vrT\T*\1 CI C+ TP^T 

J^UIlg IlDIAJDlaoL lfl>l 

gamma 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


R Ivmnhocvte^ CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


8.2 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 IL-1 beta 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


7.4 


Dermal fibroblast IFN 
gamma 


0.0 


Dendritic cells none 


45.7 


Dermal fibroblast IL-4 


0.0 


Dendritic cells LPS 


28.9 


Dermal Fibroblasts rest 


0.0 


Dendritic cells anti- 
CD^ 


O.D 


Neutrophils TNFa+LPS 


68.3 


Monocytes rest 


7.1 


Neutrophils rest 


25.5 


Monocytes LPS 


68.3 


Colon 


0.0 


Macrophages rest 


0.0 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


27.9 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


6.0 







CNS_neurodegeneration_vl.O Summary: Ag4156 Expression of the CG97800- 
01 gene is low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

General_screeningjpanel_vl.4 Summary: Ag4156 Expression of the CG97800- 



01 gene, an elastase homology is limited to the pancreas and bladder (CTs=24.3-25.1). 
5 Elastases are proteinases that dissolve elastin. They have been implicated in the pathology 
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of infections and inflammation. Based on the pattern of expression of this putative elastin, 
expression of this gene could be used as a marker of bladder and pancreatic tissue and to 
distinguish these samples from other samples on this panel. In addition, therapeutic 
modulation of the expression or function of this gene product may be useful in the 
5 treatment of infection, inflammation and cancer of these tissues. 

Panel 4.1D Summary: Ag4156 Expression of the CG97800-01 gene is limited to 
a few samples with highest expression in LAK cells treated with PMA/ionomycin 
(CT=33.5). Low, but significant expression is also seen in TNF-alpha and LPS treated 
neutrophils, untreated dendritic cells, LPS treated monocytes and IL-2 treated resting NK 
10 cells. LAK cells are involved in tumor immunology and cell clearance of virally and 
bacterial infected cells as well as tumors. Therefore, modulation of the function of the 
protein encoded by this gene through the application of a small molecule drug or antibody 
may alter the functions of these cells and lead to improvement of symptoms associated 
with these conditions. 

15 V. CG98092-01: Collagen like protein 

Expression of gene CG98092-01 was assessed using the primer-probe sets Agl964 
and Ag4143, described in Tables VA and VB. Results of the RTQ-PCR runs are shown in 
Tables VC, VD, VE, VF, VG, VH and VI. 



Table VA . Probe Name Agl964 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
No 


Forward 


5 • -caggggaggggtgagatag-3 • 


19 


2595 




Probe 


TET-5 ' -ctctgccatgccctccagctaggag-3 • - 
TAMRA 


25 


2628 




Reverse 


5 ' -tccaatcctctctgactcaaga-3 ' 


22 


2655 





20 Table VB . Probe Name Ag4143 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
No 


Forward 


5 1 -cccttaattggtgagatcttca-3 1 


22 


1958 




Probe 


TET-5 1 -ccgacctttcccttttgtccagtttt-3 1 - 
TAMRA 


26 


1990 




Reverse 


5 1 - cttacact cggaaagcaaacaa- 3 ■ 


22 


2034 
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Table VC . CNS_neurodegenerationj/1.0 



Tissue 
Name 


Rel. Exp.(%) 
Agl964, Run 
207634472 


Rel. Exp.(%) 
Ag4143, Run 
215294679 


Tissue 
Name 


Rel. Exp.(%) 
Agl964, Run 
207634472 


Rel. Exp.(%) 
Ag4143,Run 
215294679 


AD 1 Hippo 


8.1 


6.1 


Control 
(Path) 3 
Temporal 
Ctx 


3.2 


5.4 


AD 2 Hippo 


10.4 


8.6 


Control 
(Path) 4 
Temporal 
Ctx 


34.6 


54.7 


AD 3 Hippo 


4.8 


7.7 


AD l 

Occipital 

Ctx 


6.1 


8.9 


AD 4 Hippo 


4.5 


12.3 


AD 2 

Occipital 

Ctx 

(Missing) 


0.0 


0.0 


AD 5 Hippo 


52.5 


46.0 


AD 3 

Occipital 

Ctx 


3.9 


2.4 


AD 6 Hippo 


23.0 


23.0 


AD 4 

Occipital 

Ctx 


11.3 


9.3 


Control 2 
Hippo 


14.9 


17.1 


AD 5 

Occipital 

Ctx 


21.9 


22.7 


Control 4 
Hippo 


1.4 


2.3 


AD 6 

Occipital 

Ctx 


16.7 


13.8 


Control 
(Path) 3 
Hippo 


3.0 


4.0 


Control l 
Occipital 
Ctx 


1.2 


1.9 


AD 1 

Temporal 
Ctx 


5.4 


12.3 


Control 2 
Occipital 
Ctx 


17.9 


17.8 


AD 2 

Temporal 

Ctx 


21 A 


31.6 


Control 3 
Occipital 
Ctx 


7.5 


18.2 


AD 3 

Temporal 

Ctx 


5.0 


14.9 


Control 4 
Occipital 
Ctx 


1.1 


7.2 


AD 4 
Temporal 


17.6 


27.5 


Control 
(Path) 1 


83.5 


90.8 
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Ctx 






vjccipnai 
Ctx 






AD 5 Inf 
Temporal 
Ctx 


90.8 


100.0 


Control 
(Path) 2 
^ccipiiai 
Ctx 


6.9 


8.8 


AD 5 Sup 
Temporal 
Ctx 


19.9 


24.7 


Control 
(Path) 3 

WlA/ipi UAI 

Ctx 


2.8 


1.6 


AD 6 Inf 
Temporal 
Ctx 


48.0 


55.9 


Control 

{"Path} A 

Occipital 
Ctx 


9.2 


9.0 


AD 6 Sup 
Temporal 
Ctx 


39.2 


51.8 


Control 1 
Parietal Ctx 


5.1 


7.7 


Control 1 
Temporal 
Ctx 


6.1 


6.3 


Control 2 
Parietal Ctx 


45.7 


62.4 


Control 2 j 
Temporal J 46.7 
Ctx 


34.4 


Control 3 
Parietal Ctx 


10.7 


20.3 


Control 3 
Temporal 
Ctx 


18.3 


17.9 


control 
(Path) 1 
Parietal Ctx 


84.7 


66.0 


Control 3 
Temporal 
Ctx 


11.1 


/.u 


Control 
Parietal Ctx 






Control 
(Path) 1 
Temporal 
Ctx 


100.0 


88.3 


Control 
(Path) 3 
Parietal Ctx 


6.1 


4.4 


Control 
(Path) 2 
Temporal 
Ctx 


52.5 


57.0 


Control 
(Path) 4 
Parietal Ctx 


38.4 


41.8 
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Table VP , General_screening_panel_yl.4 



Tissue Name 


Rel. Exp.(%) 

Ag4143, Run 
221000251 


Tissue Name 


Rel. Exp.(%) 
Ag4143, Run 


Adipose 


1.4 


Renal ca. TK-10 


28.7 


ivieianoma 
Hs688(A).T 


1.9 


Bladder 


6.1 


ivieianoma 
Hs688(B).T 


2.7 


Gastric ca. (liver met.) 
NCI-N87 


40.3 


ivieianoma ivii^ 


j.a 


uastnc ca. KA TO III 


OA 


ivieianoma 
LOXIMVI 


14.2 


Colon ca. SW-948 


9.3 


ivieianoma oiv- 
MEL-5 


6.4 


Colon ca. SW480 


49.7 


Sauamous cell 
carcinoma SCC-4 


8.3 


Colon ra * fSW4R0 
met) SW620 


33.9 


Testis Pool 


6.3 


Colon ca. HT29 


13.2 


Prostate ca * fbone 
met) PC-3 


15.8 


Colon ca. HCT-116 


94.6 


Prostate Pool 


0 6 




Zl .3 


Placenta 


1.6 


Colon cancer tissue 


4.2 


Uterus Pool 


0.2 


Colon ca. SW1116 


12.6 


Ovarian ca. 

KJ V V^/Vlv-3 


14.0 


Colon ca. Colo-205 


3.0 


Ovarian ca. SK- 

W V - J 


19.2 


Colon ca. SW-48 


9.3 


Ovarian ca. 

w V V^/\lv- z + 


5.3 


Colon Pool 


1.4 


wvanan ca. 
OVCAR-5 


27.5 


Small Intestine Pool 


0.7 


Ovarian ca. 
IGROV-1 


17.7 


Stomach Pool 


0.9 


Ovarian ca. 
OVCAR-8 


8.4 


Bone Marrow Pool 


0.3 


Ovary 


0.7 


Fetal Heart 


0.3 


Breast ca. MCF-7 


4.2 


Heart Pool 


0.2 


Breast ca. MDA- 
MB-231 


31 0 


i-»yiiipii iNoue jrooi 


i n 
1 .u 


Breast ca. BT 549 


20.4 


Fetal Skeletal Muscle 


0.4 


Breast ca. T47D 


59.5 


Skeletal Muscle Pool 


0.2 


Breast ca. MDA-N 


6.2 


Spleen Pool 


1.0 


Breast Pool 


1.2 


Thymus Pool 


1.8 


Trachea j 


0.7 


CNS cancer 


5.8 
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^gllO/ d-SlTO j UO/ ~lviO 






0 7 


CNS cancer 

r»/j*Qtr<V. TT 118- 
^gllU/ <xbUO ) U-l 1 o- 

MG 


1 0 ^ 


Fetal Lung 


2.0 


(neuro;met) SK-N-AS 


34.9 


LriiriP ca IsJCT- 
N417 


11.3 


SF-539 


2.3 


Lung ca. LX-1 


19.2 


VINO VClxll^Cl V^doLlU^ 

SNB-75 


16.6 


Lunff ca TvTOT- 
H146 


7.0 


f^MS! pnnppf ^ erf i rA 

SNB-19 


13.9 


Lung ca. SHP-77 


29.1 


v>iN O 1/CUlVCi ^gHUy OJT- 

295 


28.7 


Lung ca. A549 


24.3 


Brain (Amygdala) 
Pool 


6.5 


Lung ca. NCI- 
H526 


9.3 


Brain (cerebellum) 


— — ■„,.,,.„„.,,.., — 

5.5 


Lung ca. NCI-H23 


42.3 


Brain (fetal) 


2.8 


Lung ca. NCI- 
H460 


11.2 


Brain (Hippocampus) 
Pool 


4.2 


Lung ca. HOP-62 


9.8 


Cerebral Cortex Pool 


9.7 


Lung ca. NCI- 
H522 


100.0 


Brain (Substantia 
nigra) Pool 


9.6 


T ivpr 




Brain (Thalamus) 
Pool 


ID.Z 


Fetal Liver 


0.7 


Brain (whole) 


18.2 


Liver ca. HepG2 


41.2 


Spinal Cord Pool 


1.3 


Kidney Pool 


0.7 


Adrenal Gland 


2.5 


Fetal Kidney 


0.9 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.2 


Salivary Gland 


1.1 


Renal ca. A498 


2.0 


Thyroid (female) 


0.5 


Renal ca. ACHN 


3.8 


Pancreatic ca. 
CAPAN2 


6.3 


Renal ca. UO-31 


0.7 


Pancreas Pool 


3.3 
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Table VE . Panel 1. 3D 



Tissue Name 


Kel. JLxp.( /© ) 
Agl964, Run 
149743240 


Tissue Name 


IvCI. JlvXp.^ /o ^ 

Agl964, Run 
149743240 


Liver adenocarcinoma 


17.3 


Kidney (fetal) 


1.6 


Pancreas 


1.7 


Renal ca. 786-0 


0.0 


Pancreatic ca. CAP AN 
2 


1 Q 


ivenai ca. /\^7o 




Adrenal gland 


6.7 


Renal ca. RXF 393 


1.7 


Thyroid 


1.5 


Renal ca. ACHN 


2.2 


Salivarv si and 


1.4 


Renal ca. UO-31 


0.5 


Pituitarv eland 


0.7 


Renal ca. TK-10 


3.4 


Brain f fetaF> 


3.5 


Liver 


1.9 


Brain (whole) 


33.0 


Liver (fetal) 


2.9 


Brain (amygdala) 


26.4 


ijiver ca, 

(hepatoblast) 

HenG2 


27.5 


Brain (cerebellum) 


2.0 


Lung 


1.7 


Brain (hippocampus) 


1 AA A 




J.J 


Brain (substantia 
nigra) 


1.9 


Lung ca. (small 
ceil ) i^a-i 


7.0 


Brain (thalamus) 


6.6 


Lung ca. (small 

AA 11\ Xir^T TJT/^O 

cenj in v^i-noy 


42.3 


Cerebral Cortex 


54.0 


Lung ca. (s.cell 
var. j oxi-L- / / 


12.2 


Spinal cord 


0.6 


Lung ca. (large 
cen ^in \^i~jnHou 


6.0 


glio/astro U87-MG 


2.8 


Lung ca. (non-sm. 
Ccii^i /w*fy 


5.3 


glio/astroU-118-MG 


7.0 


Lung ca. (non- 

JS.Ccll^ INv^l-xlZ..? 


40.1 


astrocytoma SW1783 


-12.6 


Lung ca. (non- 


7.1 


neuro*; met SK-N-AS 


29.1 


ljung cd. ^non**o»ci^ 
NCI-H522 


67.4 


astrocytoma SF-539 


1.2 


T nn rr r»o cmiQtYi ^ 
l^tUIlg V/Cl. ^b^UolJl. J 

SW900 


1.6 


astrocytoma SNB-75 


4.6 


Lung ca. (squam.) 
NCI-H596 


10.5 


glioma SNB-1 9 


6.6 


Mammary gland 


5.5 


glioma U251 


2.9 


Breast ca.* (pl.ef) 
MCF-7 


3.4 


glioma SF-295 


13.7 


Breast ca.* (pl.ef) 


10.9 
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MDA-MB-231 




Heart (fetal) 


1.9 


Breast ca.* (pl.ef) 
T47D 


20.2 


Heart 


0.0 


Breast ca. BT-549 


10.6 


Skeletal muscle (fetal) 


11.8 


Breast ca. MDA-N 


3.7 


Skeletal muscle 


0.0 


Ovary 


4.2 


Bone marrow 


0.0 


Ovarian ca. 
OVCAR-3 


5.0 


Thymus 


1.1 


Ovarian ca. 
OVCAR-4 


1.1 


Spleen 


3.3 


Ovarian ca. 
OVCAR-5 


9.3 


Lymph node 


3.3 


Ovarian ca 
OVCAR-8 


6.6 


Colorectal 


1.7 


Ovarian ca. 
IGROV-1 


A A 

4.4 


Stomach 


2.9 


Ovarian ca.* 
(ascites) SK-OV-3 


A A 

4.4 


Small intestine 


2.3 


Uterus 


1.8 


Colon ca. SW480 


32.5 


Placenta 


2.1 


Colon ca.* 
SW620(SW480 met) 


9.7 


Prostate 


5.5 


Colon ca. HT29 


5.4 


Prostate ca.* (bone 
met)PC~3 


8.7 


Colon ca. HCT-116 


18.6 


Testis 


44.4 


Colon ca. CaCo~2 


17.1 


Melanoma 
Hs688(A).T 


2.8 


tissue(OD03866) 


5.2 


Melanoma* (inert 
Hs688(B).T 


3.5 


Colon ca. HCC-2998 


18.7 


Melanoma UACC- 
62 


4.7 


vjaou.lv' vet. in v Lii 

met)NCI-N87 


21.8 


Melanoma M14 


2.7 


Bladder 


3.1 


Melanoma LOX 
IMVI 


5.3 


Trachea 


1.3 


Melanoma* (met) 
SK-MEL-5 


4.3 


Kidney 


j 0.7 


Adipose 


2.4 
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Table VF . Panel 2D 



Tissue Name 


Rel. Exp.(%) 
Agl964, Run 
162748484 


Tissue Name 


Rel. Exp.(%) 
Agl964, Run 
16274o4o4 


Normal Colon 


6.2 


Kidney Margin 

O 1 OA/CAO 

5 IZUoOo 


5.6 


CC Well to Mod Diff 
(OD03866) 


9.2 


Kidney Cancer 


1.5 


CC Margin (OD03866) 


2.6 


Kidney Margin 

O 1 O (\£L 1 A 
OlZUOl4 


0.7 


CC Gr.2 rectosigmoid 
(OD03868) 


6.8 


Kidney Cancer 
9010320 


4.2 


CC Margin (OD03 868) 


0.8 


Kidney Margin 
9010321 


3.8 


CC Mod Diff 
(ODO3920) 


18.0 


Normal Uterus 


4.6 


CC Margin (ODO3920) 


0.9 


Uterus Cancer 
064011 


9.5 


CC Gr.2 ascend colon 
(OD03921) 


84.1 


Normal Thyroid 


0.7 


CC Margin (OD03921) 


1.5 


Thyroid Cancer 
064010 


24.5 


CC from Partial 
Hepatectomy 
(ODO4309) Mets 


16.5 


Thyroid Cancer 
A302152 


10.6 


Liver Margin 
(ODO4309) 


19.5 


Thyroid Margin 
A302153 


2.9 


Colon mets to lung 
(OD04451-01) 


33.2 


Normal Breast 


26.1 


Lung Margin 
(OD04451-02) 


2.5 


Breast Cancer 
(OD04566) 


8.7 


Normal Prostate 6546-1 


48.6 


Breast Cancer 
(OD04590-01) 


12.3 


Prostate Cancer 
(OD04410) 


25.3 


Breast Cancer Mets 
(OD04590-03) 


14.9 


Prostate Margin 
(OD04410) 


5.0 


Breast Cancer 
Metastasis 


13.0 


Prostate Cancer 
(OD04720-01) 


3.2 


Breast Cancer 
064006 


27.0 


Prostate Margin 
(OD04720-02) 


12.9 


Breast Cancer 1024 


50.0 


Normal Lung 061010 


11.0 


Breast Cancer 
9100266 


15.7 



456 



WO 02/090568 



PCT/US02/14341 



(OD04286) 


23.8 


Breast Marein 
9100265 


7.8 


Mii^plf* A/Ta7*criti 

AYX UovlL 1VJLCU. i^XJLX 

(OD04286) 


3-0 


Breast Cancer 
A209073 


29.1 


' una TVfalifrnant dancer 
(OD03126) 


20.4 


Breast Margin 
A209073 


12.8 


T ait\q IVfarcnn 

X—/l*XlC^ JLVXCIX p^llA 

(OD03126) 


5.5 


Normal Liver 


5.3 


T/uriP Chancer 
(OD04404) 


24.7 


Liver Cancer 
064003 


2.7 


T.UTiOf A/Tar *?in 
(OD04404) 


4.7 


Liver Cancer 1025 


7.8 


Limcr dancer 

(OD04565) 


34.2 


Liver Cancer 1026 


5.5 


T^ng IVTarcnn 

J—/ 141 IVXCXX^XXX 

(OD04565) 


4.0 


Liver Cancer 6004- 
T 


9.3 


T. liner danopr 

(OD04237-01) 


100.0 


Liver Tissue 6004-N 


11.1 


T una IVTarcnix 

(OD04237-02) 


19.1 


Liver Cancer 6005- 
T 


6.8 


OfMilar tv/f lVTpf to 

V_/ LilCll IVXwX ±VXt»l. L\J 

Liver (OD043 10) 


17.0 


Liver Tissue 6005-N 


5.7 


T ivf*f A/faro^n 

IjIVW lVXCU.gXXX 

(ODO4310) 


9.6 


Normal Bladder 


17.3 


A/fplannrria A/Tets to 

Lung (OD04321) 


29.5 


Bladder Cancer 
1023 


1.3 


Lung Margin 


5.6 


Bladder Cancer 
A3 02 173 


9.8 


Normal Kidney 


4.0 


Bladder Cancer 
(OD04718-01) 


97.9 


Kidney Ca, Nuclear 
grade2(OD04338) 


10.5 


Bladder Normal 
Adjacent 
(OD047 18-03) 


4.4 


Kidnev Marein 
(OD04338) 


4.8 


Normal Ovary 


3.4 


Kidney Ca Nuclear 
grade 1/2 (OD04339) 


7.2 


Ovarian Cancer 
064008 


21.9 


Kidnev Margin 
(OD04339) 


1.8 


Ovarian Cancer 
(OD04768-07) 


2.8 


Kidney Ca, Clear cell 
type (OD04340) 


11.8 


Ovary Margin 
(OD04768-08) 


4.9 


Kidney Margin 
(OD04340) 


5.3 


Normal Stomach 


3.2 


Kidney Ca, Nuclear 


13.9 


Gastric Cancer 


2.4 
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grade 3 (OD04348) 




9060358 




JVldllCjr IVXcll ^111 

(OD04348) 


2.1 


Stomach Margin 
9060359 


6.2 


XVJ.VJ.1XV/ V V^t-U.lV'V'l 

(OD04622-01) 


13.4 


Gastric Cancer 
9060395 


7.3 


TCidtiev IVfarcriii 

IVlUXivV 1VJ.CU gllX 

(OD04622-03) 


0.1 


Stomach Margin 
9060394 


7.5 


Kidney Cancer 
(OD04450-01) 


4.6 


Gastric Cancer 
9060397 


1Q O 

lo.J 


Kidney Margin 
(OD04450-03) 


1.8 


Stomach Margin 
9060396 


1.6 


Kidney Cancer 
8120607 


7.4 


Gastric Cancer 
064005 


6.0 
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Table VG . Panel 4. ID 



Tissue Name 


Kel. JKvXp.( /o) 
Ag4143, Run 
173119778 


Tissue Name 


T>£>1 l? vrk /o/\ 

Ag4143, Run 
173119778 


Secondary Thl act 


43.2 


HUVEC IL-lbeta 


2.1 


Secondary Th2 act 


37.4 


HUVEC IFN gamma 


2.4 


Secondary Trl act 


23.8 


T-IT TVPP TNTF nlnha 4- 
n.u v x_/v^ i in p dijpxict ~ 

IFN gamma 


2.5 


Secondary Thl rest 


1.4 


nu v xz\~> i in r dipiia ~ 
IL4 


2.6 


secondary i nz rest 


1 O 
lO 


TJT 1VPP TT 11 


1 0 


Secondary Trl rest 


0.7 


Lung Microvascular EC 
none 


2.1 


Primary Thl act 


28.5 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


2.6 


Primary Th2 act 


45.1 


Microvascular Dermal 
EC none 


0.8 


Primary Trl act 


29.3 


Microsvasular Dermal 
EC TNFalpha + IL- 
1 beta 


1.7 


Primary Thl rest 


1.7 


Bronchial epithelium 
x iNraipna -t- ijli oeta 


6.9 


Primary Th2 rest 


0.2 


Small airway epithelium 
none 


2.3 


Primary Trl rest 


1.3 


Dnjaii airway epitneiiurn 
TNFalpha + IL-lbeta 


4.6 


lymphocyte act 


24.3 


/^it*/~v-ri «»r*t /■ orfpfxr Si TV/I 

L^oroncry drtcry oivxi^ 
rest 


1.2 


lymphocyte act 


34.9 


^oronery driery oivii^ 
TNFalpha + IL-lbeta 


1.1 


i^-i^o lympnocyic act 




/tloLIOL'J'LCo ICol 




Secondary CD8 
lympnocyie re si 


48.6 


Astrocytes TNFalpha + 

IJL»- 1 Odd. 


1.5 


Secondary CD8 
lymphocyte act 


10.8 


KU-812 (Basophil) rest 


0.8 


CD4 lymphocyte none 


0.1 


KU-812 (Basophil) 
PTVTA/ionomvcin 


0.7 


2ry Thl/Th2/Trl anti- 
CD95CH11 


1.4 


CCD1106 

(Keratinocytes) none 


6.2 


LAK cells rest 


13.5 


CCD1106 
(Keratinocytes) 
TNFalpha + IL-lbeta 


5.4 


LAK cells IL-2 


11.0 


Liver cirrhosis 


1.2 
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LAK cells IL-2+IL-12 j 


19.6 


NCI-H292 none J 


43 


LAK cells IL-2+IFN 
gamma 


o.o 


MPT-H90? TT -A 


6 5 


LAK cells IL-2+IL-18 


11.7 


NCI-H292 IL-9 


8.2 


LAK cells 
PMA/ionomycin 


inn ft 


"NCT-H^O? TT -1 3 


4 7 


NK Cells IL-2 rest 


6.6 


NCI-H292 IFN gamma 


6.7 


Two Way MLR 3 day 


12.6 


HPAEC none 


0.7 


l wo w ay ivij_vxv d a ay 


90 0 

Z7.7 


HPAEC TNF alpha + 
IL-1 beta 


4 3 


Two Way MLR 7 day 


19.9 


Lung fibroblast none 


0.5 


PBMC rest 


0.1 


Lung fibroblast TNF 
alpha + 1L- 1 beta 


1.4 


PBMC PWM 


30.6 


Lung fibroblast IL-4 


0.7 


PBMC PHA-L 


27.4 


Lung fibroblast IL-9 


0.6 


Ramos (B cell) none 


22.1 


Lung fibroblast IL- 1 3 


1.0 


Ramos (B cell) 


26.4 


Lung fibroblast IFN 


0.6 


ionomycin 


gamma 




B lymphocytes PWM 


24.0 


Dermal fibroblast 
CCD 1070 rest 


1 o 

1. 8 


B lymphocytes CD40L 
and IL-4 


6.1 


Dermal fibroblast 
CCD 1070 TNF alpha 


2.0 


JcAJJL-l QDCAMr 


0. 1 


Dermal fibroblast 
CCD1070 IL-1 beta 




EOL-1 dbcAMP 


1 Q 


Dermal fibroblast IFN 


0 6 


PMA/ionomycin 


gamma 


Dendritic cells none 


18.7 


Dermal fibroblast IL-4 


0.4 


Dendritic cells LPS 


70.7 


Dermal Fibroblasts rest 


0.3 


Dendritic cells anti- 
CD40 


16.8 


Neutrophils TNFa+LPS 


0.3 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


19.2 


Colon 


u.u 


Macrophages rest 


22.4 


Lung 


1.3 


Macrophages LPS 


47.0 


Thymus 


1.5 


HUVEC none 


1.6 


Kidney 


4.1 


HUVEC starved 


2.1 
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Table VH . Panel 4D 



Tissue Name 


Rel. Jkxp.(vo) 
Agl964, Run 
159038313 


Tissue Name 


Rel. Exp.(%) 
Agl964, Run 


Secondary Thl act 


46.3 


HUVEC IL-lbeta 


0 7 
v. / 


Secondary Th2 act 


29.1 


HUVEC IFN gamma 


1.7 


Secondary Trl act 


26.8 


HUVLC INr alpha + 
IFN gamma 


1.5 


Secondary Thl rest 


1.2 


HUVEC INr alpha 4- 
IL4 


2.0 


oeconaary inz rest 


1.3 


TTTT"\7T7/~^ TT 1 1 

HUVEC IL-1 1 


0.9 


Secondary Trl rest 


0.9 


Lung Microvascular EC 
none 


0.8 


Primary Thl act 


33.7 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


1.7 


Primary Th2 act 


27.5 


Microvascular Dermal 
EC none 


0.6 


Primary Trl act 


29.3 


Microsvasular Dermal 
EC TNFalpha + IL- 
lbeta 


1.7 


Primary Thl rest 


5.1 


Bronchial epithelium 
TNFalpha + IL lbeta 


7.3 


Primary Th2 rest 


3.6 


Small airway epithelium 
none 


1.5 


Primary Trl rest 


0.7 


Small airway epithelium 
TNFalpha + IL-lbeta 


7.4 


lymphocyte act 


15.0 


Coronery artery SMC 
rest 


1.5 


lymphocyte act 


27.5 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.8 


v^uo lympnocyre act 


zU.o 


Astrocytes rest 


1.4 


Secondary CD8 
lyinpnocyte rest 


40.6 


Astrocytes TNFalpha + 

TT 1U«+„ 

IL- lbeta 


1.6 


Secondary CDS 
lymphocyte act 


14.5 


KU-812 (Basophil) rest 


1.3 


CD4 lymphocyte none 


0.1 


KU-812 (Basophil) 

PIV/f A /innnrnvrin 

A. JLVJLTTl/ IKJllKJlLly \slLX 


0.7 


2ryThl/Th2/Trl anti- 
CD95 CH11 


1.6 


CCD1106 

(Keratinocytes) none 


3.6 


LAK cells rest 


10.2 


CCD1106 
(Keratinocytes) 
TNFalpha + IL-lbeta 


2.4 


LAK cells IL-2 


11.0 


Liver cirrhosis 


0.9 
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LAK cells IL-2+IL-12 


14.9 


Lupus kidney 


0.1 


LAK cells IL-2+IFN 
gamma 


25.5 


NCl-rizyz none 




LAK cells IL-2+ IL-18 


26.2 


NCI-H292 IL-4 


8.1 


LAK cells 
PMA/ionomycin 


100.0 


NCI-H292 IL-9 


18.2 


NK Cells IL-2 rest 


6.2 


NCI-H292IL-13 


6.7 


Two Way MLR 3 day 


12.8 


NCI-H292 IFN gamma 


7.9 


Two Way MLR 5 day 


34.9 


HPAEC none 


1.4 


Two Way MLR 7 day 


17.9 


HP AEC TNF alpha + 
IL-1 beta 


1 .o 


PBMC rest 


0.2 


Lung fibroblast none 


0.3 


PBMC PWM 


57.8 


Lung fibroblast TNF 
alpha + IL-1 beta 


u. / 


PBMC PHA-L 


21.6 


Lung fibroblast IL-4 


0.8 


Ramos (B cell) none 


17.7 


Lung fibroblast IL-9 


6.2 


ionomycin 


30.6 


Lung fibroblast IL-13 


0.4 


B lymphocytes PWM 


95.3 


Lune fibroblast IFN 
gamma 


0.4 


R 1vmnhoovte<; CD40T 

and IL-4 


6.1 


Dermal fibroblast 
CCD1 070 rest 


1.0 


EOL-1 dbcAMP 


3.9 


Dermal fibroblast 
CCD1070 TNF alpha 


6.0 


EOL-1 dbcAMP 
PMA/ionomycin 


1.6 


Dermal fibroblast 
CCD1070 IL-1 beta 


2.2 


Dendritic cells none 


17.1 


Dermal fibroblast IFN 
gamma 




Dendritic cells LPS 


65.5 


Dermal fibroblast IL-4 


l.l 


Dendritic cells anti- 
CD40 


12 8 


IBD Colitis 2 


0.2 


Monocytes rest 


0.0 


IBD Crohn's 


0.3 


Monocytes LPS 


4.0 


Colon 


1.4 


Macrophages rest 


20.2 


Lung 


1.8 


Macrophages LPS 


59.9 


Thymus 


0.6 


HUVEC none 


1.7 


Kidney 


1.9 


HUVEC starved 


2.6 
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Table VI . general oncology screening panel__v_2.4 



Tissue Name 


Rel. Exp.(%) 
Ag4143, Run 

ZD00DIO07 


Tissue Name 


T"& 1 IT' /A / "V 

Rel. Exp.(%) 
Ag4143, Run 


Colon cancer 1 


0.0 


Bladder cancer NAT 2 


0.0 


Colon cancer 
NAT 1 


0.0 


Bladder cancer NAT 3 


0.0 


Colon cancer 2 


0.0 


Bladder cancer NAT 4 


0.0 


Colon cancer 
NAT 2 


0.0 


Adenocarcinoma of 
the prostate 1 


55.9 


Colon cancer 3 


0.2 


Adenocarcinoma of 
the prostate 2 


13.9 


Colon cancer 
NAT 3 


0.0 


Adenocarcinoma of 
the prostate 3 


0.2 


Colon malignant 
cancer 4 


0.1 


Adenocarcinoma of 
the prostate 4 


100.0 


Colon normal 
adjacent tissue 4 


0.1 


Prostate cancer NAT 5 


27.7 


Lung cancer 1 


0.1 


Adenocarcinoma of 
the prostate 6 


0.0 


Lung NAT 1 


0.0 


Adenocarcinoma of 
the prostate 7 


0.0 


Lung cancer 2 


0.1 


Adenocarcinoma of 
the prostate 8 


0.0 


Lung NAT 2 


0.0 


Adenocarcinoma of 
uie pro is idle y 


0.0 


- • • °™ - 

Squamous cell 

carcinoma 3 


•»- — ■ - °— - 

0.2 


10 


52.9 


T nniT \T AT 7 

Lung iN/\ i d 


\J.l 


x\j.ciiiey t/aiiv-/Ci 1 


0 1 


metastatic 
melanoma i 


0.0 


KidneyNAT 1 


0.1 


lviciauonia z 


o n 




0.3 


Melanoma 3 


0.0 


Kidney NAT 2 


0.1 


metastatic 
melanoma 4 


0.0 


Kidney cancer 3 


0.0 


metastatic 
melanoma 5 


0.0 


Kidney NAT 3 


0.0 


Bladder cancer 1 


0.0 


Kidney cancer 4 


0.0 


Bladder cancer 
NAT 1 


4.0 


Kidney NAT 4 


0.0 


Bladder cancer 2 


0.0 







CNS_neurodegeneration_vl.O Summary: Agl964/Ag4143 Two experiments 
with two different probe and primer sets produce results that are in very good agreement. 
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Highest expression of the CG98092-01 gene is seen in the temporal cortex of an 
Alzheimer's patient in one experiment (CT=28.2) and in a control brain in the second 
(CT=30). Overall, this gene appears to be slightly down-regulated in the temporal cortex 
of Alzheimer's disease patients. Therefore, up-regulation of this gene or its protein 
5 product, or treatment with specific agonists may be of use in reversing the 
dementia,memory loss and neuronal death associated with this disease. 

General_screening_panel_vl.4 Summary: Ag4143 Highest expression of the 
CG98092-01 gene is seen in a lung cancer cell line (CT=26.4). This gene is widely 
expressed in the samples on this panel, with prominent expression in all the cancer cell 
10 lines. Thus, expression of this gene could be used to differentiate between the lung cancer 
cell line and other samples on this panel and as a marker for lung cancer. Since cell lines 
are generally more proliferative than tissues, this gene might be involved in cell 
proliferation. Therefore, modulation of the expression or function of this gene may useful 
for the treatment of cancer or other disease that involve cell proliferation. 
15 Among tissues with metabolic function, this gene is expressed at moderate to low 

levels in pituitary, adipose, adrenal gland, pancreas, thyroid, fetal skeletal muscle and 
heart, and adult and fetal liver. This widespread expression among these tissues suggests 
that this gene product may play a role in normal neuroendocrine and metabolic function 
and that disregulated expression of this gene may contribute to neuroendocrine disorders 
20 or metabolic diseases, such as obesity and diabetes. 

In addition, this gene is expressed at much higher levels in fetal lung (CT=32) 
when compared to expression in the adult counterpart (CT=35). Thus, expression of this 
gene may be used to differentiate between the fetal and adult source of this tissue. 
This gene is also expressed at moderate levels in the CNS, including the 
25 hippocampus, thalamus, substantia nigra, amygdala, cerebellum and cerebral cortex. 

Therefore, therapeutic modulation of the expression or function of this gene may be useful 
in the treatment of neurologic disorders, such as Alzheimer's disease, Parkinson's disease, 
schizophrenia, multiple sclerosis, stroke and epilepsy. 

Panel 1.3D Summary: Agl964 Highest expression of the CG98092-01 gene is 
30 seen in the hippocampus (CT=30.2). Moderate to low levels of expression are also seen in 
the amygdala, thalamus, and cortex. Please see Panel 1.4 for discussion of utility in the 
CNS. 



464 



WO 02/090568 



PCT/US02/14341 



Among metabolic tissues, low but significant levels of expression are seen in fetal 
skeletal muscle and the adrenal gland. Thus, this gene product may be involved in the 
pathogenesis and/or diagnosis of metabolic diseases that affect these tissues. 

Moderate levels of expression are also seen in clusters of samples derived from 
5 lung cancer, brain cancer, and colon cancer cell lines. Please see Panel 1 .4 for further 
discussion of utility of this gene in cancer. 

Panel 2D Summary: Agl964 Highest expression of the CG98092-01 gene is seen 
in a lung cancer (CT=28). Significant levels of expression are also seen in lung, bladder, 
and colon cancers when compared to corresponding normal adjacent tissue. Thus, 
10 expression of this gene could be used as a marker to detect the presence of these cancers. 
Furthermore, therapeutic modulation of the expression or function of this gene may be 
effective in the treatment of bladder, lung, and colon cancer. 

Panel 4.1D Summary: Ag4143 Highest expression of the CG98092-01 gene is 
seen in LAK cells treated with PMA/ionomycin (CT=28.1). In addition, moderate levels of 
1 5 expression are seen many hematopoietic cell types, including activated primary and 

secondary T cells, CD8 and CD4 lymphocytes, PWM treated PBMC and B lymphocytes, 
and activated dendritic cells, macrophages and monocytes. Thus, therapeutic modulation 
of the expression or function of this gene may reduce or eliminate symptoms in patients 
with autoimmune and inflammatory diseases such as, but not limited to, including Crohn's 
20 disease, ulcerative colitis, multiple sclerosis, chronic obstructive pulmonary disease, 
asthma, emphysema, rheumatoid arthritis, lupus erythematosus, or psoriasis. 

Panel 4D Summary: Agl964 Highest expression of the CG98092-01 gene is seen 
in LAK cells treated with PMA/ionomycin (CT=27.3). In addition, moderate levels of 
expression are seen many hematopoietic cell types, including activated primary and 
25 secondary T cells, CD8 and CD4 lymphocytes, PWM treated PBMC and B lymphocytes, 
and activated dendritic cells, macrophages and monocytes. Thus, therapeutic modulation 
of the expression or function of this gene may reduce or eliminate symptoms in patients 
with autoimmune and inflammatory diseases such as, but not limited to, including Crohn's 
disease, ulcerative colitis, multiple sclerosis, chronic obstructive pulmonary disease, 
30 asthma, emphysema, rheumatoid arthritis, lupus erythematosus, or psoriasis. 

General oncology screening panel_v_2.4 Summary: Ag4143 Expression of the 
CG98092-01 gene appears to be limited to prostate derived tissue, with highest expression 
in a prostate cancer sample (CT=28). Thus, expression of this gene could be used to 
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differentiate between prostate derived tissue and other samples on this panel and as a 
marker of prostate tissue. 

W. CG98121-01: MMTV-R-like cytokine 

Expression of gene CG98 121-01 was assessed using the primer-probe set Agl984 ? 
5 described in Table WA. Results of the RTQ-PCR runs are shown in Tables WB, WC, WD 
and WE. 

Table WA . Probe Name Agl984 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
No 


Forward 


5 % -ctacaagccacctcacacaaa-3 1 


21 


912 


230 


Probe 


TET-5 1 -aggcctttcaccgagatcctcttgtt-3 1 - 
TAMRA 


26 


876 


231 


Reverse 


5 ' -gctggggattcataatgagaat-3 • 


22 


852 


232 
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Table WB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Agl984, 
Kun 20 77!J47o7 


Tissue Name 


Rel. Exp.(%) Agl984, 
Run 207794787 


AD 1 Hippo 


19.8 


Control (Path) 3 
Temporal Ctx 


4.4 


AD 2 Hippo 


17.6 


Control (Path) 4 
Temporal Ctx 


18.7 


AD 3 Hippo 


6.7 


AD 1 Occipital 

CtX 


5.4 


AD 4 Hippo 


6.5 


AD 2 Occipital 
Ctx (Missing) 


0.0 


AD 5 Hippo 


32.1 


AD 3 Occipital 
Ctx 


6.8 


AD 6 Hippo 


100.0 


AD 4 Occipital 

Ctx 


12.5 


Control 2 Hippo 


12.2 


AD 5 Occipital 
Ctx 


11.3 


Control 4 Hippo 


14.4 


AD 6 Occipital 
Ctx 


24.1 


Control (Path) 3 
Hippo 


12.2 


Control 1 
Occipital Ctx 


3.0 


AD 1 Temporal 


11.7 


Control 2 
Occipital Ctx 


17.3 


AD 2 Temporal 


11.0 


Control 3 
Occipital Ctx 


7.3 


AD 3 Temporal 

Ptv 


5.6 


Control 4 
Occipital Ctx 


4.8 


AD 4 Temporal 


11.2 


Control (Path) 1 
Uccipital Ctx 


21.3 


AD5Inf 

i cinporai ix 


41.2 


Control (Path) 2 
Occipital Ctx 


4.4 


AD 5 Sup 

Tf*TYiT"»r*r5i1 r^tv 
i ciiipurai V^IX 


43.8 | 


Control (Path) 3 
Uccipital Ctx 


9.6 


AD6Inf 

T^TYlTWrSM f^+V 


52.1 


Control (Path) 4 
Uccipital Ctx 


11.7 


AD 6 Sup 

TemnfYral C^i~v 


49.3 


Control 1 Parietal 
ctx 


4.8 


Control 1 
Temporal Ctx 


5.3 


Control 7 Parietal 

v-^cij.lj. \ji x cu. ic tell 

Ctx 


— , , — , — . 

20.9 


Control 2 
Temporal Ctx 


15.7 


Control 3 Parietal 
Ctx 


5.0 


Control 3 
Temporal Ctx 


4.1 


Control (Path) 1 
Parietal Ctx 


14.8 


Control 3 


4.6 


Control (Path) 2 


5.3 
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Temporal Ctx 




Parietal Ctx 




Control (Path) 1 
Temporal Ctx 


15.6 


Control (Path) 3 
Parietal Ctx 


7.6 


Control (Path) 2 
Temporal Ctx 


8.8 


Control (Path) 4 
Parietal Ctx 


18.7 
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Table WC . Panel 1.3D 



l issue iName 


ReL Exp.(%) 
iigJ."o £ #5 i\un 
147745098 




ReL fc.xp.(vo) 
A ^1984 Run 
147745098 


Liver adenocarcinoma 


2.6 


Kidney (fetal) 


4.9 


Pancreas 


2.5 


Renal ca. 786-0 


0.0 


Pancreatic ca. CAP AN 
2 


1.2 


Renal ca. A498 


12.9 


Adrenal gland 


15.9 


Renal ca. RXF 393 


0.6 


Thyroid 


2.1 


Renal ca. ACHN 


4.8 


oauvary gianu 


7 ft 


lYCllcH Vd. UU Jl 


0 2 


Pituitary gland 


5.8 


XvClidl y^cl. 1 IV J. V/ 


3 3 


Brain (fetal) 


2.0 


T IX/f^T* 


1 2 


Brain (whole) 


7.8 


Liver (fetal) 


7.5 


Brain (amygdala) 


4.9 


Liver ca. 
(hepatoblast) 


0.0 


Brain (cerebellum) j 2.1 


Lung 


26.8 


Brain (hippocampus) 1 8.2 


Lung (fetal) 


16.2 


Brain (substantia 
nigra) 


6.5 


Lung ca. (small 
cell) LX-1 


4.3 


Brain (thalamus) 


11.4 


Lung ca. (small 
cell) NCI-H69 


0.2 


Cerebral Cortex 


16.5 


Lung ca. (s.celi 
var.) SHP-77 


14.3 


Spinal cord 


14.1 


Lung ca. (large 
cell)NCI-H460 


7.9 


glio/astro U87-MG 


3.3 


Lung ca. (non-sm. 
cell) A549 


5.6 


glio/astro U-118-MG 


0.3 


Lung ca. (non- 
s.celi) NCI-H23 


0.0 


astrocytoma SW1783 


0.3 


Lung ca. (non- 

1 1\ TTAT) Z!0 

s.celi) HOr-62 


l.O 


neuro*; met SK-N-AS 


100.0 


Lung ca. (non-sxl) 
NCI-H522 


1.2 


astrocytoma SF-539 


6.0 


Lung ca. (squam.) 
SW 900 


7.2 


astrocytoma SNB-75 


18.7 


Lung ca. (squam.) 
NCI-H596 


0.0 


glioma SNB-19 


2.2 


Mammary gland 


21.8 


glioma U251 


0.5 


Breast ca.* (pl.ef) 
MCF-7 


0.0 


glioma SF-295 


0.9 


Breast ca.* (pl.ef) 


4.5 
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MDA-MB-231 




Heart (fetal) 


11.8 


Breast ca.* (pl.ef) 
T47D 


0.0 


Heart 


5.1 


Breast ca. BT-549 


4.6 




22.8 


Breast ca. MDA-N 


27.5 


Skeletal muscle 


3.1 


Ovary 


8.1 


Bone marrow 


5.1 


vjvanan ca. 
OVCAR-3 


2.0 


Thymus 


2.4 


vjvanan ca. 
OVCAR-4 


0.0 


Spleen 


8.5 


ovarian ca. 
OVCAR-5 


3.8 


Lymph node 


4.7 


Ovarian ca. 
OVCAR-8 


0.9 


Colorectal 


n- — — . mm 

1.4 


Ovarian ca. 
IGROV-l 


1.1 


Stomach 


8.4 


Ovarian ca * 

V_ir V C4JL 1U1X \Sl*m*m 

(ascites) SK-OV-3 


1.4 


OlllcUl llllCbllilC 


2 5 

*C*m mJ 


T Items 


5.1 




12 1 


Placenta 


84.1 


Colon ca.* 


1.1 


Prostate 


1.7 


Colon ca. HT29 


6.5 


Prostate ca.* (bone 
met>PC-3 


2.1 


Colon ca.HCT-116 


8.3 


Testis 


5.4 


Colon ca. CaCo-2 


31.0 


Melanoma 
Hs688(A).T 


15.4 


Colon ca. 
tissue(OD03866) 


13.6 


jvieianoma ^meij 
Hs688(B).T 


11.3 


Colon ca. HCC-2998 


11.7 


jvieianoma u/vv^i^- 
62 


4.6 


Gastric ca.* (liver 
met)NCI-N87 


20.7 


Melanoma M14 


9.2 


Bladder 


2.3 


Melanoma LOX 
IMVI 


0.6 


Trachea 


4.1 


Melanoma* (met) 
SK-MEL-5 


4.5 


Kidney 


2.2 


Adipose 


23.2 
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Table WD . Panel 2D 



Tissue Name 


Rel. Exp.(%) 
Agl984, Run 
147734781 


Tissue Name 


Rel. Exp.(%) 
Agl984, Run 
147734781 


formal Colon 


38.2 


Kidney Margin 
8120608 


17.3 


CC Well to Mod Difif 
(OD03866) 


43.2 


Kidney Cancer 
8120613 


6.5 


CC Marein COD03866) 


10.5 


Kidney Margin 
8120614 


22.5 


CC Gr.2 rectosigmoid 
(OD03868) 


9.1 


Kidney Cancer 
9010320 


37.4 


CC Margin COD03868} 


6.0 


Kidney Margin 
9010321 


33.7 


CC Mod Diff 
(ODO3920) 


26.2 


Normal Uterus 


5.4 


CC Margin (ODO3920) 


3.9 


Uterus Cancer 
06401 1 


29.3 


CC Gr.2 ascend colon 
(OD03921) 


45.4 


Normal Thyroid 


24.8 


CC Margin (OD03921) 


3.7 


Thyroid Cancer 
064010 


23.5 


CC from Partial 
Hepatectomy 
(ODO4309) Mets 


82.9 


Thyroid Cancer 
A302152 


11.1 


Liver Margin 
(ODO4309) 


23.2 


Thyroid Margin 
A302153 


17.8 


Colon mets to lung 
(OD04451-01) 


27.4 


Normal Breast 


44.8 


Lung Margin 
(OD04451-02) 


46.0 


Breast Cancer 
(OD04566) 


2.5 


Normal Prostate 6546-1 


21.5 


Breast Cancer 
(OD04590-01) 


12.4 


Prostate Cancer 
(OD04410) 


28.1 


Breast Cancer Mets 
(OD04590-03) 


42.6 


Prostate Margin 
(OD04410) 


22.4 


Breast Cancer 
Metastasis 

(UDUHOJJ-VJ ) 


8.7 


Prostate Cancer 
(OD04720-01) 


17.1 


Breast Cancer 
064006 


8.0 


Prostate Margin 
(OD04720-02) 


36.9 


Breast Cancer 1024 


9.4 


Normal Lung 061010 


91.4 


Breast Cancer 
9100266 


8.2 
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JL/ung lviei 10 lviuode 
(OD04286) 


32.3 


Flreast Marein 
9100265 


10.2 


IVlUbCie iviargxii 

(OD04286) 


14.4 


Breast Cancer 
A209073 


14.9 


A-aing iVldllgn«IIl v^dllCd 

(OD03126) 


32.1 


Breast Marein 
A209073 


10.2 


(OD03126) 


100.0 


Normal Liver 


10.9 


living v^cuiwcr 
(OD04404) 


72.7 


Liver Cancer 
064003 


15.1 


linn- A ^ o fCrt n 

idling iVidrgin 
(OD04404) 


33.0 


Liver Cancer 1025 


8.8 


jLrUiig ^ctiicer 
(OD04565) 


43.2 


Liver Cancer 1026 


16.4 


i^uiig iviargiii 
(OD04565) 


25.5 


Liver Cancer 6004- 
T 


8.3 


JuUIlg v^aiiccr 

(OD04237-01) 


23.3 


Liver Tissue 6004-N 


29.5 


LvUng lviargm 
(OD04237-02) 


63.7 


T ,iver Cancer 6005- 
T 


12.6 


f~^\r*i i1 r~%-»~ A A t2*\ A/Tot ~ir\ 

wcuiar ivici lviei to 
Liver (OD043 10) 


50.3 


Liver Tissue 6005-N 


4.7 


i_jver ividrgin 
(ODO4310) 


10.4 


Normal Bladder 


44.1 


Ayf annm ci Ayfp»+c t<^» 

ivicianonia IVIClb LU 

Lung (OD04321) 


77.4 


Rl adder Cancer 
1023 


24.3 


Lung Margin 


68.8 


Bladder Cancer 
A302173 


4.6 


Normal Kidney 


63.7 


Bladder Cancer 
(OD047 18-01) 


29.7 


Kidney Ca s Nuclear 
grade2(OD04338) 


26.2 


Bladder Normal 

Adjacent 

(OD04718-03) 


22.4 


TTidnpv A/farcrin 

(OD04338) 


46.7 


Normal Ovary 


17.8 


idnpv Ca TsJunlear 
grade 1/2 (OD04339) 


9.5 


Ovarian Cancer 
064008 


39.2 


(OD04339) 


45.1 


Ovarian Cancer 
(OD04768-07) 


8.8 


Kidney Ca, Clear cell 
type (OD04340) 


31.0 


Ovary Margin 
(OD04768-08) 


12.2 


Kidney Margin 
(OD04340) 


62.4 


Normal Stomach 


14.4 


Kidney Ca, Nuclear 


9.6 


Gastric Cancer 


7.0 
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grade 3 (OD04348) 




9060358 




jviuney lvidrgin 
(OD04348) 


47.0 


Stomach Margin 
9060359 


12.4 


rviuiicy v^cinccr 
(OD04622-01) 


8.4 


ijrasmc cancer 
9060395 


19.9 


jviuiicy lvictrgiii 
(OD04622-03) 


5.9 


otomacn iviargin 
9060394 


24.0 


Kidnev Cancer 
(OD04450-01) 


11.0 


Oastric Cancer 

9060397 


33.7 


Kidney Margin 
(OD04450-03) 


40.1 


Stomach Margin 
9060396 


6.9 


Kidney Cancer 
8120607 


17.1 


Gastric Cancer 
064005 


19.8 
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Table WE . Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Agl984, Run 
162350942 


Tissue Name 


Rel. Exp.(%) 
Agl984, Run 
162350942 


Secondary Thl act 


9.5 


HUVEC IL-lbeta 


1.1 


Secondary Th2 act 


8.0 


HUVEC IFN gamma 


3.3 


Secondary Trl act 


6.8 


HUVEC TNF alpha + 
IFN gamma 


1.1 


Secondary Thl rest 


0.7 


HUVEC TNF alpha + 
IL4 


0.7 


Secondary Th2 rest 


1.1 


HUVEC IL-11 


1.2 


Secondary Trl rest 


1.1 


Lung Microvascular EC 
none 


3.5 


Primary Thl act 


8.4 


Lung Microvascular EC 
TNFalpha -ML-lbeta 


1.4 


Primary Th2 act 


5.2 


Microvascular Dermal 
EC none 


11.3 


Primary Trl act 


6.4 


Microsvasular Dermal 
EC TNFalpha-h IL- 
lbeta 


2.4 


Primarv 1 hi rf^Qt 

± 1 1JLJ.JLCU y 1 111 lvdl 




Bronchial epithelium 
TNFalpha + IL1 beta 




X J. AJLll.CLi.jr 11JL6 JLvoL 


1 Q 


Small airway epithelium 
none 


1 0 


Primary Trl rest 


1.6 


Small airway epithelium 
TNFalpha + IL-lbeta 


4.5 


CD45RA CD4 
lymphocyte act 


4.0 


Coronery artery SMC 
rest 


0.9 


CD45RO CD4 
lymphocyte act 


7.5 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.5 


CD8 lymphocyte act 


4.2 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


6.4 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


3.3 


KU-8 12 (Basophil) rest 


55.9 


CD4 lymphocyte none 


0.6 


KU-812 (Basophil) 
PMA/ionomycin 


100.0 


2ry Thl/Th2/Trl anti- 
CD95 CH11 


0.6 


CCD1106 

(Keratinocytes) none 


1.4 


LAK cells rest 


2.8 


CCD 11 06 
(Keratinocytes) 
TNFalpha + IL-lbeta 


0.8 


LAK cells IL-2 


5.1 


Liver cirrhosis 


1.0 
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LAK cells IL-2+IL-12 


7.8 


Lupus kidney 0.8 


LAK cells IL-2+IFN 
gamma 


6.4 


NCI-H292 none 


4.5 


LAK cells IL-2+ IL-1 8 


3.9 


NCI-H292 IL-4 


5.0 


LAK cells 
PMA/ionomycin 


3.7 


NCI-H292 IL-9 


5.8 


NK Cells IL-2 rest 


3.1 


NCI-H292 IL-13 


3.9 


Two Way MLR 3 day 


3.1 


NCI-H292 IFN gamma 


5.6 


Two Way MLR 5 day 


4.0 


HPAEC none 


3.1 


Two Way MLR 7 day 


3.9 


HPAEC TNF alpha + 
IL-1 beta 


1.3 


PBMC rest 


0.7 


Lung fibroblast none 


1.0 


PBMC PWM 


17.3 


Lung fibroblast TNF 
alr>ha 4- IL-1 beta 

C4.A L/UU ■ JLJLJ X l/VVU 


1.0 


PBMC PHA-L 


6.4 


Lung fibroblast IL-4 


5.6 


Ramos (B cell) none 


4.0 


Lung noro blast lJL-y 


1 Q 
J.O 


Ramos (B cell) 
ionomycin 


10.7 


Lung fibroblast IL-13 


3.4 


B lymphocytes PWM 


21.9 


Lung fibroblast IFN 
gamma 


8.6 


r> lympnocytes v^jljhui^ 
and IL-4 


3.0 


Dermal fibroblast 
L,CJJIU/U rest 


3.2 


EOL-1 dbcAMP 


3.7 


Uermai iiuro blast 
CCD1070 TNF alpha 


5.8 


EOL-1 dbcAMP 
PMA/ionomycin 


1.8 


Dermal fibroblast 
CCD 1070 IL-1 beta 


2.3 


Dendritic cells none 


2.3 


Dermal fibroblast IFN 
gamma 


1.4 


Dendritic cells LPS 


2.4 


Dermal fibroblast IL-4 


1.7 


Dendritic cells anti- 
CD40 


3.6 


IBD Colitis 2 


U.l 


Monocytes rest 


1.0 


IBD Crohn's 


0.1 


Monocytes LPS 


2.3 


Colon 


1.0 


Macrophages rest 


1.9 


Lung 


15.8 


Macrophages LPS 


1.1 {Thymus 


4.3 


HUVECnone 


2.1 jKidney 


2.2 


HUVEC starved 


13.4 





CNS_neurodegeneration_vl.O Summary: Agl984 This panel confirms the 



expression of the CG98121-01 gene at moderate levels in the brain in an independent 
group of individuals. This gene is found to be upregulated in the temporal cortex of 
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Alzheimer's disease patients. Therefore, therapeutic inhibition of this protein may be of 

use in the treatment of this disease and decrease neuronal death. 

Panel 1.3D Summary: Agl984 Highest expression of the CG98121-01 gene is 

seen in a neuroblastoma cell line(CT==29.7). Thus, expression of this gene could be used to 
5 differentiate between this sample and other samples and as a marker for this cancer. 

Furthermore, therapeutic modulation of the expression or function of this gene may be 

effective in the treatment of brain cancer. 

Among tissues with metabolic function, this gene is expressed at moderate to low 

levels in pituitary, adipose, adrenal gland, fetal liver, and adult and fetal skeletal muscle 
1 0 and heart. This expression suggests that this gene product may play a role in normal 

neuroendocrine and metabolic function and that disregulated expression of this gene may 

contribute to neuroendocrine disorders or metabolic diseases, such as obesity and diabetes. 
This gene is also expressed at low levels in the CNS, including the hippocampus, 

thalamus, substantia nigra, amygdala, and cerebral cortex. Therefore, therapeutic 
1 5 modulation of the expression or function of this gene may be useful in the treatment of 

neurologic disorders, such as Alzheimer's disease, Parkinson's disease, schizophrenia, 

multiple sclerosis, stroke and epilepsy. 

Panel 2D Summary: Agl984 Highest expression of the CG98121-01 gene is seen 

in normal lung (CT=3 1.1). Significant expression is also seen in colon cancer when 
20 compared to normal adjacent tissue and conversely in kidney when compared to adjacent 

tumor. Thus, therapeutic modulation of the expression or function of this protein may be 

useful in the treatment of kidney and colon cancer. 

Panel 4D Summary: Agl984 The CG98121-01 transcript is induced in the PMA 

and ionomycin treated basophil cell line KU-812 (CT=27.5). Basophils release histamines 
25 and other biological modifiers in reponse to allergens and play an important role in the 

pathology of asthma and hypersensitivity reactions. Therefore, therapeutics designed 

against the putative protein encoded by this gene may reduce or inhibit inflammation by 

blocking basophil function in these diseases. In addition, these cells are a reasonable 

model for the inflammatory cells that take part in various inflammatory lung and bowel 
30 diseases, such as asthma, Crohn's disease, and ulcers. 

Example D: Identification of Single Nucleotide Polymorphisms in NOVX nucleic acid 
sequences 
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Variant sequences are also included in this application. A variant sequence can . 
include a single nucleotide polymorphism (SNP). A SNP can, in some instances, be 
referred to as a "cSNP" to denote that the nucleotide sequence containing the SNP 
originates as a cDNA. A SNP can arise in several ways. For example, a SNP may be due 
5 to a substitution of one nucleotide for another at the polymorphic site. Such a substitution 
can be either a transition or a transversion. A SNP can also arise from a deletion of a 
nucleotide or an insertion of a nucleotide, relative to a reference allele. In this case, the 
polymorphic site is a site at which one allele bears a gap with respect to a particular 
nucleotide in another allele. SNPs occurring within genes may result in an alteration of the 
10 amino acid encoded by the gene at the position of the SNP. Intragenic SNPs may also be 
silent, when a codon including a SNP encodes the same amino acid as a result of the 
redundancy of the genetic code. SNPs occurring outside the region of a gene, or in an 
intron within a gene, do not result in changes in any amino acid sequence of a protein but 
may result in altered regulation of the expression pattern. Examples include alteration in 
15 temporal expression, physiological response regulation, cell type expression regulation, 
intensity of expression, and stability of transcribed message. 

SeqCalling assemblies produced by the exon linking process were selected and 
extended using the following criteria. Genomic clones having regions with 98% identity 
to all or part of the initial or extended sequence were identified by BLASTN searches 
20 using the relevant sequence to query human genomic databases. The genomic clones that 
resulted were selected for further analysis because this identity indicates that these clones 
contain the genomic locus for these SeqCalling assemblies. These sequences were 
analyzed for putative coding regions as well as for similarity to the known DNA and 
protein sequences. Programs used for these analyses include Grail, Genscan, BLAST, 
25 HMMER, FASTA, Hybrid and other relevant programs. 

Some additional genomic regions may have also been identified because selected 
SeqCalling assemblies map to those regions. Such SeqCalling sequences may have 
overlapped with regions defined by homology or exon prediction. They may also be 
included because the location of the fragment was in the vicinity of genomic regions 
30 identified by similarity or exon prediction that had been included in the original predicted 
sequence. The sequence so identified was manually assembled and then may have been 
extended using one or more additional sequences taken from CuraGen Corporation's 
human SeqCalling database. SeqCalling fragments suitable for inclusion were identified 
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by the CuraTools™ program SeqExtend or by identifying SeqCalling fragments mapping 
to the appropriate regions of the genomic clones analyzed. 

The regions defined by the procedures described above were then manually 
integrated and corrected for apparent inconsistencies that may have arisen, for example, 
5 from miscalled bases in the original fragments or from discrepancies between predicted 
exon junctions, EST locations and regions of sequence similarity, to derive the final 
sequence disclosed herein. When necessary, the process to identify and analyze 
SeqCalling assemblies and genomic clones was reiterated to derive the full length 
sequence (Alderborn et al., Determination of Single Nucleotide Polymorphisms by 
10 Real-time Pyrophosphate DNA Sequencing. Genome Research. 10 (8) 1249-1265, 2000). 

Variants are reported individually but any combination of all or a select subset of 
variants are also included as contemplated NOVX embodiments of the invention. 

Table 1 . Variants of NOV2a (CG105716-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378855 


1304 


A 


G 


435 


Asp 


Gly 


13378856 


1434 


T 


C 


478 


Pro 


Pro 



15 Table 2 . Variants ofNOV5a (CG57415-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378905 


508 


G 


A 


151 


Gly 


Glu 


13378904 


571 


T 


C 


172 


Val 


Ala 


13378903 


606 


G 


A 


184 


Val 


lie 


13378902 


1506 


G 


T 


484 


Gly 


End 


13378901 


2324 


T 


C 


756 


Asp 


Asp 


13378900 


2812 


T 


C 


919 


Leu 


Pro 
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Table 3 . Variants of NOV7b (CG58586-02). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378884 


3614 


C 


T 


1199 


Thr 


Thr 


13378883 


4000 


G 


A 


0 






13378882 


4106 


G 


A 


0 







Table 4 . Variants of NOV8a (CG93453-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378906 


501 


G 


A 


138 


Arg 


Lys 


13378907 


3455 


A 


G 


1123 


Lys 


Glu 


13378878 


3476 


C 


T 


1130 


Arg 


Cys 



Table 5 . Variants of NOV9a (CG95145-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378893 


387 


C 


A 


113 


Arg 


Arg 


13378892 


427 


C 


T 


126 


Ala 


Val 


13378889 


641 


C 


T 


197 


Cys 


Cys 


13374671 


647 


A 


G 


199 


Val 


Val 



Table 6 . Variant of NOV12a (CG95794-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378958 


763 


A 


G 


252 ; 


Asn 


Ser 
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Table 7 . Variants of NOV14a (CG95861-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378962 


504 I 


G 


T 


153 


Ala 


Ser 


13378985 


605 


A 


G 


186 


Lys 


Lys 


13378961 


698 


C 


G 


217 


Leu 


Leu 



Table 8 . Variants of NOV 15a (CG96412-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13375654 


338 


T 


C 


58 


Leu 


Pro 


13375431 


412 


A 


G 


83 


Arg 


Gly 


13375432 


491 


T 


C 


109 


Val 


Ala 


13378984 


505 


C 


G 


1 14 


Arg 


Gly 


13378983 


534 


T 


c 


123 


Ser 


Ser 


13375433 


536 


T 


c 


124 


Leu 


Pro 


1 11 HZ A 1 A 

13375434 


547 


T 


c 


128 


Tit- — 

Pne 


Leu 




593 


HP 

T 


c 


143 


Val 


Ala 






T 


c 


1 Ad 

1 e tHr 






13375442 


599 ; 


T 


c 


145 


Phe 


Ser 


13375441 


640 


G 


A 


159 


Val 


Met 


13375440 


659 


A 


G 


165 


Lys 


Arg 


13375439 


667 


T 


C 


168 


Ser 


Pro 


13375438 


710 


A 


G 


182 


Lys 


Arg 


13378982 


1100 


A 


G 


312 


His 


Arg 


13377875 


1118 


G 


A 


318 


Arg 


Gin 


13377874 


1180 


C 


G 


339 


Leu 


Val 


13378981 


1188 


T 


C 


341 


Pro 


Pro 


13375444 


1226 


T 


C 


354 


Leu 


Pro 


13375445 


1297 


A 


G 


378 


Arg 


Gly 


13375545 


1914 


G 


C 


583 


Val 


Val 


13378980 


1951 


C 


T 


596 


Leu 


Phe 



5 Table 9 . Variant of NOV1 9a (CG96567-02). 
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Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13374664 


229 


C 


T 


60 


Ser 


Leu 



Table 10 . Variants of NOV21a (CG97274-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378964 


180 


A 


G 


60 


Ser 


Gly 


13376794 


324 


C 


A 


108 


Leu 


Met 


13376795 


355 


A 


G 


118 


Gin 


Arg 


13376796 


375 


G 


A 


125 


Ala 


Thr 


13378965 


410 


G 


A 


136 


Leu 


Leu 


13376797 


417 


T 


C 


139 


Ser 


Pro 



Table 11 . Variant of NOV24a (CG97550-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378959 


802 


C 


T 


203 


Gin 


End 



5 

Table 12 . Variants of NOV26a (CG97800-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378957 


197 


G 


T 


48 


Gin 


His 


13378956 


274 


A 


G 


74 


His 


Arg 


13378960 


304 


T 


C 


84 


Val 


Ala 


13378955 


457 


A 


G 


135 


Asp 


Gly 


13378954 


535 


G 


A 


161 


Gly 


Asp 


13378952 


643 


C 


A 


197 


Pro 


Gin 


13378951 


683 


T 


A 


210 


His 


Gin 
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Table 13 : Variants of NOV29a (CG99662-01). 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13378976 


265 


T 


C 


83 


Met 


Thr 


13378975 


324 


G 


A 


103 


Gly 


Arg 


13378974 


429 


T 


C 


138 


Ser 


Pro 


13378973 


432 


C 


T 


139 


Arg 


Cys 


13378972 


443 


C 


T 


142 


Gly 


Gly 


13378971 


594 


T 


C 


193 


Phe 


Leu 


13378970 


684 


T 


C 


223 


Ser 


Pro 


13378969 


828 


T 


G 


271 


Trp 


Gly 


13378968 


854 


C 


T 


279 


Gly 


Gly 



OTHER EMBODIMENTS 

5 

Although particular embodiments have been disclosed herein in detail, this has 
been done by way of example for purposes of illustration only, and is not intended to be 
limiting with respect to the scope of the appended claims, which follow. In particular, it is 
contemplated by the inventors that various substitutions, alterations, and modifications 

10 may be made to the invention without departing from the spirit and scope of the invention 
as defined by the claims. The choice of nucleic acid starting material, clone of interest, or 
library type is believed to be a matter of routine for a person of ordinary skill in the art 
with knowledge of the embodiments described herein. Other aspects, advantages, and 
modifications considered to be within the scope of the following claims. The claims 

15 presented are representative of the inventions disclosed herein. Other, unclaimed 

inventions are also contemplated. Applicants reserve the right to pursue such inventions 
in later claims. 



20 
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We claim: 

What is claimed is: 

1 . An isolated polypeptide comprising the mature form of an amino acid sequenced 
selected from the group consisting of SEQ ID NO:2n, wherein n is an integer 
between 1 and 62 

2. An isolated polypeptide comprising an amino acid sequence selected from the 
group consisting of SEQ ID NO:2n, wherein n is an integer between 1 and 62. 

3. An isolated polypeptide comprising an amino acid sequence which is at least 95% 
identical to an amino acid sequence selected from the group consisting of SEQ ID 
NO:2n, wherein n is an integer between 1 and 62. 

4. An isolated polypeptide, wherein the polypeptide comprises an amino acid 
sequence comprising one or more conservative substitutions in the amino acid 
sequence selected from the group consisting of SEQ ID NO:2n, wherein n is an 
integer between 1 and 62. 

5. The polypeptide of claim 1 wherein said polypeptide is naturally occurring. 

6. A composition comprising the polypeptide of claim 1 and a carrier. 

7. A kit comprising, in one or more containers, the composition of claim 6. 

8. The use of a therapeutic in the manufacture of a medicament for treating a 
syndrome associated with a human disease, the disease selected from a pathology 
associated with the polypeptide of claim 1, wherein the therapeutic comprises the 
polypeptide of claim 1. 

9. A method for determining the presence or amount of the polypeptide of claim 1 in 
a sample, the method comprising: 

(a) providing said sample; 
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(b) introducing said sample to an antibody that binds immunospecifically to the 
polypeptide; and 

(c) determining the presence or amount of antibody bound to said polypeptide, 
thereby determining the presence or amount of polypeptide in said sample. 

5 

10. A method for determining the presence of or predisposition to a disease associated 
with altered levels of expression of the polypeptide of claim 1 in a first mammalian 
subject, the method comprising: 

a) measuring the level of expression of the polypeptide in a sample from the 
10 first mammalian subject; and 

b) comparing the expression of said polypeptide in the sample of step (a) to 
the expression of the polypeptide present in a control sample from a second 
mammalian subject known not to have, or not to be predisposed to ? said 
disease, 

15 wherein an alteration in the level of expression of the polypeptide in the first subject as 

compared to the control sample indicates the presence of or predisposition to said disease. 



11. A method of identifying an agent that binds to the polypeptide of claim 1, the 
method comprising: 
20 (a) introducing said polypeptide to said agent; and 

(b) determining whether said agent binds to said polypeptide. 



1 2. The method of claim 1 1 wherein the agent is a cellular receptor or a downstream 
effector. 

25 

13. A method for identifying a potential therapeutic agent for use in treatment of a 
pathology, wherein the pathology is related to aberrant expression or aberrant 
physiological interactions of the polypeptide of claim 1, the method comprising: 

(a) providing a cell expressing the polypeptide of claim 1 and having a 
30 property or function ascribable to the polypeptide; 

(b) contacting the cell with a composition comprising a candidate substance; 
and 
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(c) determining whether the substance alters the property or function ascribable 
to the polypeptide; 

whereby, if an alteration observed in the presence of the substance is not observed when 
the cell is contacted with a composition in the absence of the substance, the substance is 
5 identified as a potential therapeutic agent. 

14. A method for screening for a modulator of activity of or of latency or 
predisposition to a pathology associated with the polypeptide of claim 1, said 
method comprising: 

1 0 (a) administering a test compound to a test animal at increased risk for a 

pathology associated with the polypeptide of claim 1, wherein said test 
animal recombinantly expresses the polypeptide of claim 1; 
(b) measuring the activity of said polypeptide in said test animal after 
administering the compound of step (a); and 

1 5 (c) comparing the activity of said polypeptide in said test animal with the 

activity of said polypeptide in a control animal not administered said 
polypeptide, wherein a change in the activity of said polypeptide in said test 
animal relative to said control animal indicates the test compound is a 
modulator activity of or latency or predisposition to, a pathology associated 

20 with the polypeptide of claim 1 . 

15. The method of claim 14, wherein said test animal is a recombinant test animal that 
expresses a test protein transgene or expresses said transgene under the control of a 
promoter at an increased level relative to a wild-type test animal, and wherein said 

25 promoter is not the native gene promoter of said transgene. 

16. A method for modulating the activity of the polypeptide of claim 1, the method 
comprising contacting a cell sample expressing the polypeptide of claim 1 with a 
compound that binds to said polypeptide in an amount sufficient to modulate the 

30 activity of the polypeptide. 



17. 



A method of treating or preventing a pathology associated with the polypeptide of 
claim 1, the method comprising administering the polypeptide of claim 1 to a 
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subject in which such treatment or prevention is desired in an amount sufficient to 
treat or prevent the pathology in the subject. 

1 8. The method of claim 17, wherein the subject is a human. 

5 

19. A method of treating a pathological state in a mammal, the method comprising 
administering to the mammal a polypeptide in an amount that is sufficient to 
alleviate the pathological state, wherein the polypeptide is a polypeptide having an 
amino acid sequence at least 95% identical to a polypeptide comprising the amino 

10 acid sequence selected from the group consisting of SEQ ID NO:2n 5 wherein n is 

an integer between 1 and 62 or a biologically active fragment thereof. 

20. An isolated nucleic acid molecule comprising a nucleic acid sequence selected 
from the group consisting of SEQ ID NO:2n-l , wherein n is an integer between 1 

15 and 62. 

21. The nucleic acid molecule of claim 20, wherein the nucleic acid molecule is 
naturally occurring. 

20 22. A nucleic acid molecule, wherein the nucleic acid molecule differs by a single 

nucleotide from a nucleic acid sequence selected from the group consisting of SEQ 
ID NO: 2n-l, wherein n is an integer between 1 and 62. 

23. An isolated nucleic acid molecule encoding the mature form of a polypeptide 
25 having an amino acid sequence selected from the group consisting of SEQ ID 

NO:2n, wherein n is an integer between 1 and 62. 

24. An isolated nucleic acid molecule comprising a nucleic acid selected from the 
group consisting of 2n-l, wherein n is an integer between 1 and 62. 



30 



25. The nucleic acid molecule of claim 20, wherein said nucleic acid molecule 

hybridizes under stringent conditions to the nucleotide sequence selected from the 
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group consisting of SEQ ID NO: 2n-l, wherein n is an integer between 1 and 62, 
or a complement of said nucleotide sequence. 

26. A vector comprising the nucleic acid molecule of claim 20. 

5 

27. The vector of claim 26, further comprising a promoter operably linked to said 
nucleic acid molecule. 

28. A cell comprising the vector of claim 26. 

10 

29. An antibody that immunospecifically binds to the polypeptide of claim 1 . 

30. The antibody of claim 29, wherein the antibody is a monoclonal antibody. 
15 31. The antibody of claim 29, wherein the antibody is a humanized antibody. 

32. A method for determining the presence or amount of the nucleic acid molecule of 
claim 20 in a sample, the method comprising: 

(a) providing said sample; 
20 (b) introducing said sample to a probe that binds to said nucleic acid molecule; 

and 

(c) determining the presence or amount of said probe bound to said nucleic 
acid molecule, 

thereby determining the presence or amount of the nucleic acid molecule in said sample. 

25 

33. The method of claim 32 wherein presence or amount of the nucleic acid molecule 
is used as a marker for cell or tissue type. 

34. The method of claim 33 wherein the cell or tissue type is cancerous. 

30 

35. A method for determining the presence of or predisposition to a disease associated 
with altered levels of expression of the nucleic acid molecule of claim 20 in a first 
mammalian subject, the method comprising: 
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a) measuring the level of expression of the nucleic acid in a sample from the 
first mammalian subject; and 

b) comparing the level of expression of said nucleic acid in the sample of step 
(a) to the level of expression of the nucleic acid present in a control sample 

5 from a second mammalian subject known not to have or not be predisposed 

to, the disease; 

wherein an alteration in the level, of expression of the nucleic acid in the first subject as 
compared to the control sample indicates the presence of or predisposition to the disease. 

10 36. A method of producing the polypeptide of claim 1 , the method comprising 

culturing a cell under conditions that lead to expression of the polypeptide, wherein 
said cell comprises a vector comprising an isolated nucleic acid molecule 
comprising a nucleic acid sequence selected from the group consisting of SEQ ID 
NO:2n-l, wherein n is an integer between 1 and 62. 

15 

37. The method of claim 36 wherein the cell is a bacterial cell. 

38. The method of claim 36 wherein the cell is an insect cell. 
20 39. The method of claim 36 wherein the cell is a yeast cell. 

40. The method of claim 36 wherein the cell is a mammalian cell. 

41 . A method of producing the polypeptide of claim 2, the method comprising 

25 culturing a cell under conditions that lead to expression of the polypeptide, wherein 

said cell comprises a vector comprising an isolated nucleic acid molecule 
comprising a nucleic acid sequence selected from the group consisting of SEQ ID 
NO:2n-l, wherein n is an integer between 1 and 62. 

30 42. The method of claim 41 wherein the cell is a bacterial cell. 

43. The method of claim 41 wherein the cell is an insect cell. 
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44. The method of claim 41 wherein the cell is a yeast cell. 

45. The method of claim 41 wherein the cell is a mammalian cell. 
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